ADAPTATION by natural selection is based on heritable variation in Darwinian fitness, *i.e* ., genetic *and* phenotypic variation in net fitness ([@bib367]; [@bib545], [@bib548]; [@bib625]; [@bib78], [@bib82]). Net fitness can be approximated by the expected lifetime reproductive success of a genotype ([@bib78]), but this requires information on, for example, lifetime fecundity and fertility, and can thus be difficult to estimate in many organisms ([@bib103]; [@bib189]; [@bib87]). Studies of the evolution and genetics of Darwinian fitness have therefore mostly relied on analyzing life-history traits or fitness components, *i.e.*, phenotypic characters that affect an organism's survival and reproduction, a field called life-history evolution ([@bib104]; [@bib330]; [@bib366]; [@bib619], 1978, [@bib625], [@bib626]; [@bib73], [@bib78], [@bib81], [@bib82]; [@bib103]; [@bib480]; [@bib558]; [@bib545], [@bib548]; [@bib87]; [@bib264]; [@bib176]; [@bib158]). The analysis of the causes and consequences of genetic and phenotypic variation in life-history traits is central to our understanding of natural selection, and adaptation ([@bib619], [@bib625]; [@bib78]).

A life-history trait or fitness component can be technically defined as a phenotypic character for which an increased trait value causes an increase in net fitness when all other traits are being held constant ([@bib87]); together, these fitness components determine the multivariate phenotype called fitness ([@bib330]; [@bib341]; [@bib342]; [@bib76]). Major life-history traits include, *e.g.*, size at birth, developmental rate, age and size at reproductive maturity, number and size of offspring, age- or size-specific schedules of fecundity and fertility, age- or size-specific schedules of survival, and life span ([@bib330]; [@bib619], [@bib625]; [@bib545], [@bib548]). These traits are connected to each other through phenotypic, physiological, and/or genetic correlations, especially so-called trade-offs, *i.e.*, negative correlations between fitness components ([@bib622], [@bib625]; [@bib75]; [@bib545], [@bib548]; [@bib264]; [@bib711]; [@bib173]; [@bib176]).

While evolutionary ecologists have analyzed life-history evolution predominantly from a phenotypic point of view ([@bib619], 1978, [@bib625], [@bib626]; [@bib545], [@bib548]), there is also a rich tradition of investigating the quantitative and population genetics of fitness components ([@bib367]; [@bib73], [@bib78], [@bib81], [@bib83]; [@bib545]; [@bib625]; [@bib87]). At the theoretical level, this work has led to the development of mathematical models for selection in age-structured populations with overlapping generations ([@bib73], [@bib78], [@bib81]), whereas experiments---most of them carried out in *Drosophila melanogaster*---have produced fundamental insights into the origin, amount, and maintenance of genetic variation for fitness-related traits and the genetics of life-history adaptations ([@bib439]; [@bib519],[@bib520]; [@bib367]; [@bib610]; [@bib240]; [@bib382]; [@bib643]; [@bib268]; [@bib343]; [@bib87]; [@bib83]). Moreover, laboratory studies of large-effect mutants and transgenes have examined the genetic basis of growth, size, reproduction, and life span in several model organisms including *Drosophila* ([@bib646], [@bib647]; [@bib99]; [@bib631]; [@bib652], [@bib654]; [@bib479]; [@bib460]; [@bib182]; [@bib487]; [@bib152]; [@bib427]; [@bib181]; [@bib176]).

Here, I review what has been learned about the genetics and evolution of life-history traits in the vinegar fly *D. melanogaster* ([Figure 1](#fig1){ref-type="fig"}). Due to its rapid generation time, small size, high fertility, and short life; cosmopolitan distribution; ease of sampling, laboratory breeding, and manipulation; well-understood development and physiology; and its versatile genetic toolbox \[*e.g.*, balancer chromosomes, classical mutants, transgenes, RNA interference (RNAi), and clustered regularly interspaced short palindromic repeats (CRISPR)/Cas9\], this species has proved to be one of the most powerful models for investigating the genetics and other aspects of life-history evolution and adaptation.

![The vinegar fly (*D. melanogaster*), here depicted sitting on a ripe banana in a kitchen, is a human commensal ([@bib338]; [@bib313]; [@bib400]; [@bib398]) and represents the probably most intensely studied model organism, having first been bred in the laboratory in the early 1900s ([@bib331]; [@bib432]). As reviewed here, this holometabolous insect has been widely used in studies of life-history evolution, genetics of fitness components, correlated responses to selection and trade-offs, and the evolution of aging. Figure credit: Chloé Schmidt (University of Manitoba).](3f1){#fig1}

Consequently, the *D. melanogaster* system has been widely used to address many fundamental questions in evolutionary biology, including for example:

1.  What is the mutation rate for fitness-related traits and for total fitness?

2.  How much genetic variation is there for fitness components?

3.  What evolutionary processes maintain variation in fitness components?

4.  Which loci and polymorphisms underpin variation in fitness components?

5.  What are the causes of trade-offs between fitness components?

6.  Given trade-offs between growth, survival, and reproduction, how does selection optimize overall life history (the so-called "general life-history" or "reproductive effort" problem)?

7.  How does aging (senescence) evolve?

8.  What are the patterns of life-history plasticity and genotype-by-environment interactions for fitness-related traits?

The long history of the *D. melanogaster* model, and its sophisticated experimental techniques, mean that these and other major questions have been examined in more detail than in most other organisms. Consequently, a vast amount of information on the genetics and evolution of fitness components in *D. melanogaster* is available; my aim here is to provide a summary and point of entry into this large body of literature.

Overview of *D. melanogaster* Life History {#s1}
==========================================

For natural selection to occur two conditions---one phenotypic and one genetic---must be fulfilled ([@bib625]): the phenotypic condition is that individuals must vary in reproductive success (*i.e.*, fitness, as determined by the phenotypic components of fitness = life-history traits); the genetic condition is that there must be heritable variation for the trait under selection and that the trait is correlated with reproductive success ([@bib534]). Before discussing the genetics of fitness components, I summarize some general aspects of the life cycle and phenotypic life history of *D. melanogaster*.

The following description is mainly based on [@bib10]; additional references are given where appropriate. For more details see [@bib10] on the general biology, life cycle, and development of *D. melanogaster*; [@bib471], [@bib545], [@bib512], and [@bib125] on life history; [@bib471], [@bib511], [@bib125], [@bib402], [@bib400], and [@bib398] on aspects of the natural history and ecology; and [@bib338] and [@bib313] on the evolutionary history and biogeography of *D. melanogaster*.

The egg-to-adult life cycle {#s2}
---------------------------

The vinegar fly *D. melanogaster* is a human commensal ([Figure 1](#fig1){ref-type="fig"}) of eastern sub-Saharan African origin ([@bib338]; [@bib313]); it migrated out of Africa ∼12,000--19,000 years ago and subsequently became cosmopolitan ([@bib370]; [@bib345]; [@bib146]). It is a holometabolous insect that undergoes a complete metamorphosis from its larval form to its adult (imago) state ([Figure 2](#fig2){ref-type="fig"}). Adults breed on and larvae develop in rotten, fermenting fruit ([@bib338]; [@bib313]), with yeasts that grow on the fruit being nutritionally critical for proper larval development ([@bib572]; [@bib26])*. D. melanogaster* is commonly referred to as a (or the) "fruit fly"; however, this is not entirely accurate since it does not directly feed on fruits (unlike flies of the family Tephritidae), but rather on microbes (yeasts and bacteria) associated with them. The name vinegar fly is derived from the fact that *D. melanogaster* is strongly attracted to acetic acid, the compound that gives vinegar its pungent smell, and which accumulates in fermenting fruits ([@bib299]). Interestingly, recent work suggests that marula fruit, an important human staple food in the ancestral African range of *D. melanogaster*, might be the ancestral host and might have driven the close commensalism between flies and humans ([@bib398]; also *cf*. [@bib338]).

![The preadult life cycle of *D. melanogaster*. At 25° the developmental cycle, from the fertilized egg to the adult fly (imago), proceeds through three larval instar stages and one pupal stage, and takes ∼10 days. For a depiction of the adult part of the life cycle see [Figure 3](#fig3){ref-type="fig"}. See main text for further details. Figure credit: Chloé Schmidt (University of Manitoba).](3f2){#fig2}

Development from the egg to the adult takes ∼9--10 days under optimal standard conditions in the laboratory (∼25°, 60% humidity, nutritious food, and no overcrowding) ([Figure 2](#fig2){ref-type="fig"}). There can be considerable variation in egg-to-adult development time within large cohorts of flies or among wild-type strains, in the range of ∼8--16 days after egg laying (AEL). The adult eclosion peak typically occurs ∼10--11 days AEL, and by 15--16 days AEL \> 99% of the viable flies have eclosed ([@bib689]; [@bib169]; [@bib178]). As mentioned above, females lay eggs on decaying fruit in the wild or on food medium in the laboratory; larvae hatch ∼22--24 hr AEL ([@bib403]). The proportion of eggs that produce larvae (hatchability) is ∼90% at the beginning of life but then decreases with age ([@bib122], [@bib116]; [@bib325]). The larvae go through three larval stages (instars; L1--L3) in ∼4 days (L1 and L2: 24 hr, and L3: 48 hr) ([@bib17]) ([Figure 2](#fig2){ref-type="fig"}). At the L1 stage larvae feed on the surface, whereas upon molting to the L2 stage the larvae burrow into the food. Approximately 5 days AEL, the larvae stop feeding, leave the food, and begin to wander around in search of an optimal site for pupariation. The pupal period, *i.e.*, the time from pupariation to adult eclosion, lasts ∼4--4.5 days. The proportion of egg-to-adult survival ("viability") is often ∼70--80% ([@bib689]; [@bib717]; [@bib198]; [@bib169]; [@bib178]).

For reviews of the physiology of growth and development, the attainment of "critical size," and the genetics of size control, which are not discussed here, see [@bib460], [@bib512], [@bib152], [@bib427], [@bib428], and [@bib207], and references therein.

The adult life history {#s3}
----------------------

Upon eclosion, females are sexually unreceptive for ∼8--12 hr; they reach sexual maturity within 1--4 (typically 3--4) days after eclosion, while males become mature ∼2 days posteclosion ([@bib506]; [@bib325]) ([Figure 3](#fig3){ref-type="fig"}). Female and male size at maturity (using thorax length as a size proxy) is ∼0.9--1.15 and ∼0.85--0.95 mm, respectively (the total body length is ∼2--3 mm) ([@bib541]; [@bib117]; [@bib544]; [@bib658]; [@bib327]); body size depends positively on development time ([@bib4]; [@bib538]).

![The adult life history of *D. melanogaster*. The figure gives (very approximate) timelines for the major life-history events and stages, including reproductive maturation, reproductive activity, and the overall life span of female and male flies. The durations of the different events and phases are mainly based on values obtained under optimal, protected laboratory conditions; however, estimates can vary widely among studies (*i.e.*, depending on laboratory conditions, populations and strains assayed, *etc*.) and might therefore not be representative of the situation in the wild. See main text for further details; see [Figure 2](#fig2){ref-type="fig"} for a depiction of the preadult life cycle. Figure credit: Chloé Schmidt (University of Manitoba).](3f3){#fig3}

Parentage analyses show that *D. melanogaster* females in natural populations typically mate with several males, even though the last male has the largest share of paternity ("last male sperm precedence") (*e.g.*, [@bib208]; [@bib344]; and references therein). [@bib208] analyzed mating rates in a wild population and inferred that female flies mate a bit less than once per day, and that mating takes place in the early morning or late afternoon. For reviews of courtship and mating behavior see [@bib614] and [@bib221].

Females can lay up to ∼100 eggs per day during peak fecundity, which is typically reached between ∼3 and 5 days after eclosion, and might produce ∼1000--3000 eggs in a lifetime ([@bib604]; [@bib216]; [@bib415],[@bib416]; [@bib122]; [@bib325]). Age-specific and lifetime fecundity can be highly variable among individual females, laboratory strains, or wild populations measured in the laboratory ([@bib32]; [@bib325],[@bib326]; [@bib147]; [@bib160]). Under optimal, sheltered laboratory conditions lifetime reproductive success (total number of progeny surviving to adulthood) can be ∼500--1500 offspring ([@bib481]; [@bib475]; [@bib325]; [@bib452]); in females, peak fecundity is often highly correlated with lifetime fecundity ([@bib216]; but *cf*. [@bib325]). For example, the average number of offspring produced by females has been found to be in the order of ∼600 (mean: 615; range 0--1455) and 1700 (mean: 1699; range: 426--3198) for offspring produced by males (*cf*. [@bib481]; [@bib475]). These numbers likely represent upper bounds and are probably markedly different from the situation in the field, *e.g.*, because of environmental fluctuations (*e.g.*, in food availability), environmentally imposed ("extrinsic") mortality, and the presumably short lifetime of flies in the wild ([@bib475]).

The maximum daily rate of egg production scales positively with the number of ovarioles, structures that represent "production lines" for making eggs within the paired ovaries ([@bib119]; [@bib322]; [@bib47]); females have ∼15--20 ovarioles per ovary, so ∼30--40 in total ([@bib322]; [@bib686]). Female fecundity increases with body size and, as mentioned above, size increases with development time ([@bib4]; [@bib538]; [@bib115]; [@bib544]). For a review of lifetime reproductive success in *D. melanogaster* see [@bib475], for behavioral aspects of reproduction see [@bib401], and for reproductive ecology see [@bib402].

In the laboratory, the adult life span of vinegar flies is on average ∼30--40 days for females and typically ∼5--10 days longer for males, but there can be tremendous variation among individuals, lines, populations, and environmental conditions, in the range of ∼3--90 days ([@bib495]; [@bib556]; [@bib93]; [@bib485]; [@bib325]; [@bib147]; [@bib160]; [@bib286]); some wild-caught strains have a mean life span of \> 80 days when measured in the laboratory ([@bib372]) ([Figure 3](#fig3){ref-type="fig"}). Unmated females and males live ∼10--20 days longer than mated flies ("survival cost of mating"; [@bib481], [@bib482]; [@bib188]; [@bib477]).

Under protected laboratory conditions flies can also exhibit postreproductive life span (PRLS) ([@bib553]; [@bib438]; [@bib321]; [@bib325]). For example, [@bib325] tracked the life histories of individual female flies from three wild-caught populations and found that females have a reproductive life span of ∼20--22 days, during which they were fertile and produced viable offspring, followed by a postreproductive period of ∼14--15 days, during which fertility dropped to zero and which made up ∼40% of total life span. Because the duration of this period was not correlated with other fitness components, the authors concluded that PRLS observed under optimal, protected laboratory conditions likely represents a nonadaptive, random "add-on" at the end of reproductive life rather than a correlate of selection on reproductive fitness ([@bib325]; *cf*. [@bib531]).

In the wild, the adult survival of flies is likely dramatically shorter than under optimal laboratory conditions. In a mark--recapture study, [@bib566] estimated average adult survival rates per day (*φ*) of 0.66 for females and 0.72 for males, giving a mean life expectancy (−1/ln\[*φ*\]) of ∼2.4--3 days. However, sample sizes in this study were small and the robustness of these estimates remains somewhat unclear \[also see [@bib41] and [@bib45]\]. Notably, under some environmental conditions adult flies can persist for 6--9 months in the laboratory or under winter conditions in outdoor enclosures (see discussion of "reproductive dormancy" below). These observations indicate that vinegar flies possess the somatic ability to live much longer than usually thought, possibly also in the wild.

Quantitative Variation in Life-History Traits {#s4}
=============================================

I have already mentioned the large variation of fitness components in *D. melanogaster*; we now discuss the patterns, causes, and maintenance of this variability. As is true for phenotypic characters in general, phenotypic variation (V~P~) for life-history traits is due to genetic differences \[genetic variation (V~G~)\] and/or nongenetic differences \[environmental variation (V~E~)\] among individuals (Fisher 1918; [@bib625]; [@bib162]; [@bib547]; [@bib380]; [@bib84]; [@bib683]). Because evolution by natural selection requires heritable variation in fitness-related traits among individuals in a population ([@bib534]; [@bib85]; [@bib683]), the genetic component of phenotypic variation is the major driver of life-history evolution ([@bib545]; [@bib625]). Life-history traits represent so-called quantitative traits, *i.e.*, characters such as body height in humans for which variation is not discrete but continuous (or at least approximately so). This continuous distribution has two causes: the summing over of (i) the effects of many loci of typically small effect (polygeny) and (ii) environmental effects that influence the trait ([@bib150]; Fisher 1918; [@bib625]; [@bib162]; [@bib84]; [@bib85]).

Below, I first discuss variation and covariation in fitness components with an emphasis on phenotypes (phenotypic variation within and among populations, focusing mainly on clines; correlations and trade-offs between fitness components; and patterns of life-history plasticity and genotype-by-environment interactions); then, I summarize what we know about the amount and maintenance of genetic variability in life-history traits. For background on quantitative genetics see [@bib162], [@bib547], [@bib380], and [@bib683].

Phenotypic patterns of life-history variation and covariation {#s5}
-------------------------------------------------------------

Numerous studies, too many to discuss in detail, have measured phenotypic variation in fitness components by assaying these traits under standard laboratory conditions or, to examine plasticity, across different environmental conditions (*e.g.*, [@bib493], [@bib494], [@bib495]; [@bib492]; [@bib216]; [@bib61]; [@bib330]; [@bib536], [@bib538]; [@bib319]; [@bib416]; [@bib367]; [@bib471]; [@bib121]; [@bib645]; [@bib201], [@bib202],[@bib203]; [@bib144]; [@bib142], [@bib143]; [@bib293]; [@bib512]; [@bib125]; [@bib209]; [@bib385]; [@bib590],[@bib591]; [@bib588]; [@bib325],[@bib326], [@bib327]; [@bib27]; [@bib160]; [@bib226]; [@bib388]; and [@bib368], which provide a compilation of Dobzhansky's classical work in *D. pseudoobscura*).

Such studies have measured fitness components, depending on their aims, using a variety of approaches, including measurements performed on individuals or groups (*e.g.*, cohorts) of flies from laboratory mass culture (*e.g.*, wild-derived flies in population cages), on strains derived from mass culture (*e.g.*, laboratory wild-type strains such as *Oregon R*, *Canton-S*, or *Samarkand*), isofemale lines (established as full-sib families from a single inseminated wild-caught female), inbred lines (yielding homozygous estimates of fitness components), wild chromosome extraction lines (maintained over balancer chromosomes), recombinant inbred lines, mutation accumulation (MA) lines, and so forth (also see discussion below; *e.g.*, [@bib445]; [@bib369]; [@bib439]; [@bib474]; [@bib443]; [@bib367]; [@bib471]; [@bib382], [@bib383],[@bib384], [@bib385]; [@bib645]; [@bib87]; [@bib199]; [@bib126]; [@bib388]).

Together, this vast body of work has revealed that there generally exist large amounts of phenotypic variation for components of fitness, both within and among populations, including traits such as development time, larval competitive ability, viability, size at eclosion, age-specific fecundity and fertility, lifetime reproductive success, age-specific mortality, life span, various stress resistance traits, reproductive dormancy, and so forth. Much of this variation is genetically based and therefore can, at least potentially, respond to selection ([@bib551]; [@bib262], [@bib263]; [@bib87]; [@bib83]), as we shall discuss below.

The large extent of within-population life-history variability is well exemplified by considering the *Drosophila* Genetic Reference Panel (DGRP), a set of 205 inbred lines, derived from a population collected at a farmers' market in Raleigh (NC). Dozens of genome-wide association studies (GWAS) have used these lines to map the genetic basis of phenotypic variance for a multitude of traits including several major fitness components; many of these mapping efforts have been aided by the fact that the DGRP lines often differ markedly, sometimes even extremely, from each other for various fitness-related traits ([@bib388]). For example, [@bib147] used the DGRP panel to measure mated life span, age-specific fecundity (at weeks 1, 3, 5, and 7), and lifetime fecundity and to estimate the amounts of phenotypic, genetic, and environmental variation: the authors observed massive amounts of variation at all levels, with phenotypic coefficients of variation (CV~P~ = ratio of phenotypic SD divided by the mean) for these traits ranging between ∼39 and 264%. However, estimates of phenotypic and genetic variances (and covariances) for fitness components are expected to be quite different in panels of inbred lines as compared to outbred populations, due to homozygosity and inbreeding depression in the former \[*e.g.*, see [@bib84]\].

Major patterns of differentiation for life-history traits have also been observed among natural populations of *D. melanogaster* when measured in the laboratory (*e.g.*, [@bib358]; [@bib108]; [@bib121]; [@bib291]; [@bib292], [@bib293]; [@bib128]; [@bib125]; [@bib209]; [@bib590],[@bib591]; [@bib253]; [@bib588]; [@bib325],[@bib326], [@bib327]; [@bib3]; [@bib160]; [@bib226]). So-called clines provide a particularly compelling example of among-population variation of fitness components, as we discuss next.

### Among-population variation and life-history clines: {#s6}

Clines are defined as systematic changes in the frequency of phenotypes or genotypes among populations that are spread along continuous environmental gradients through space, *e.g.*, across latitude ([@bib282]; [@bib84]). They are often thought to be driven by spatially varying selection, especially when similar clines are found repeatedly in different species or across distinct geographic areas within species ([@bib225]; [@bib363]; [@bib412]; [@bib141]; [@bib613]; [@bib165]; [@bib155], [@bib156]; [@bib239]; [@bib84]; [@bib3]; [@bib706]). However, they can also arise from nonadaptive factors such as population structure and demography, for example admixture ([@bib155]; [@bib34]; [@bib175]).

While clines have been investigated in many organisms, they have been particularly well studied in *D. melanogaster* ([Figure 4](#fig4){ref-type="fig"}; *e.g.*, [@bib358]; [@bib121]; [@bib673]; [@bib128]; [@bib125]; [@bib209]; [@bib253]; [@bib588]; [@bib159], [@bib160]; [@bib327]; [@bib3]; [@bib226]; [@bib307],[@bib308]; [@bib148], [@bib149]).

![Latitudinal life-history clines in *D. melanogaster*. On multiple continents and subcontinents, spanning temperate to subtropical/tropical regions, fly populations exhibit major differences in fitness components across latitudes. For example, in the northern hemisphere there exists a well-established latitudinal cline for body size along the North American east coast, with flies being larger in temperate populations (*e.g.*, Maine) but smaller in subtropical/tropical areas (*e.g.*, Florida). This pattern is matched, in an upside-down manner, in the southern hemisphere, for example along the Australian east coast. Such parallel clines exist for several fitness-related traits and imply that these clines are (at least partly) shaped by spatially varying selection. For example, high-latitude flies are typically not only larger but also less fecund, more stress-resistant, and longer-lived than flies from subtropical/tropical locales. See main text for further details; also see [Figure 6](#fig6){ref-type="fig"}. Figure credit: Chloé Schmidt (University of Manitoba).](3f4){#fig4}

Many studies have observed various fitness components to vary latitudinally (and sometimes also altitudinally) among natural populations of *D. melanogaster*, including clines in developmental rate ([@bib291]; [@bib676]); larval growth efficiency ([@bib542]); viability ([@bib185]); body size and size-related traits ([@bib120]; [@bib108]; [@bib63]; [@bib285]; [@bib292], [@bib293]; [@bib676]; [@bib327]; [@bib160]; [@bib308]; [@bib149]); ovariole number ([@bib120]; [@bib63]); fecundity ([@bib590]; [@bib588]; [@bib160]); egg size ([@bib15]); starvation, desiccation, and cold- and heat-stress resistance ([@bib114]; [@bib309]; [@bib255], [@bib257]; [@bib191]; [@bib148]; [@bib521]); the propensity to undergo reproductive dormancy under cold conditions ([@bib590],[@bib591]; [@bib588]); and life span ([@bib588]; [@bib160]; [@bib148]; also see [@bib430]; [@bib602]).

For several of the above-mentioned traits, patterns of clinal differentiation have been observed in a parallel manner on multiple continents and subcontinents that span across both temperate and subtropical/tropical areas; thus it seems likely that in many cases these clines are shaped, at least in part, by spatially varying selection ([@bib412]; [@bib121]; [@bib128]; [@bib522]; [@bib253]; [@bib159], [@bib160]; [@bib327]; [@bib3]; [@bib307],[@bib308]). For example, flies from temperate regions often tend to be phenotypically and genetically larger, less fecund, more stress-resistant, and longer-lived than flies from subtropical/tropical climates ([Figure 4](#fig4){ref-type="fig"}).

This combination of fitness-related traits suggests a hypothetical selection regime whereby at high latitudes seasonal stresses (overwinter survival and ephemeral food resources) impose strong selection for increased stress resistance, metabolic reserves, and somatic maintenance at the cost of reduced fecundity, whereas warm climates with ample feeding and breeding opportunities favor increased larval competitive ability and high fecundity, at the expense of reduced size and decreased maintenance ([@bib465]; *cf*. [@bib599]; [@bib291]; [@bib128]). These opposite sets of trait values might be viewed as representing "*pro* maintenance and survival" *vs.* "*pro* reproduction" life-history "modes" or "strategies" ([@bib184]), which reflect local adaptation and life-history trade-offs across geography ([@bib467]; [@bib160]; [@bib308]; [@bib148], [@bib149]).

The direct causes of spatially varying selection underlying life-history clines remain poorly understood in most cases ([@bib84]; [@bib307],[@bib308]; [@bib148], [@bib149]). A possible exception is body size, a major fitness proxy: around the world, flies from high-latitude populations are larger than those from low-latitude populations \[[Figure 4](#fig4){ref-type="fig"}; [@bib429] (in *D. subobscura*); [@bib120]; [@bib108]; [@bib121]; [@bib292], [@bib293]; [@bib327]; [@bib160]; [@bib308]; [@bib149]\], as is also the case for many other animals ("Bergmann's rule"; [@bib412]). The principal determinant underlying this pattern in flies appears to be temperature. Consistent with temperature being the causative factor, flies bred at lower temperature in experimental evolution studies in the laboratory evolve genetically larger size \[[@bib8] (*D. pseudoobscura*); [@bib68], [@bib69], [@bib70]; [@bib273]; [@bib483]; [@bib574]; [@bib39]; [@bib128]; [@bib512]\] and show evidence for local adaptation to the cold ([@bib483]; [@bib40]; *cf*. [@bib455]). Similarly, high-altitude flies are typically significantly larger than those from low elevations, with the parallelism between latitude and altitude being most parsimoniously explained by temperature ([@bib505]; [@bib327]; [@bib160]; [@bib339]).

What drives this pattern ([@bib12])? Ectotherms such as insects commonly exhibit an inverse relationship between developmental temperature and size \["temperature--size rule" (TSR); [@bib11]\]. Several competing hypotheses have been put forward to account for the TSR phenomenon, including inevitable biophysical constraints on growth *vs.* various adaptive mechanisms ([@bib207]). For the case of larval development in *D. melanogaster*, [@bib207] found that, in contrast to the hawkmoth *Manduca sexta*, the signal to terminate growth is initiated at a smaller (so-called) critical size at higher temperatures. Together with the evidence above, this suggests that the TSR represents an adaptive response to temperature, yet at the proximate level it is apparently achieved via distinct mechanisms in different species ([@bib207]).

In contrast, some thermal experimental evolution studies in *D. subobscura* and *D. melanogaster* have failed to faithfully replicate the clinal patterns observed in natural populations, suggesting that temperature might not be the sole factor driving clinality ([@bib575]; [@bib316]). While these findings do not necessarily rule out that temperature is the causal factor in the wild ([@bib272]), they suggest that the natural pattern of clinal selection is much more complex than the one imposed in experimental evolution (*cf*. [@bib307],[@bib308]).

Clines in *D. melanogaster* can thus serve as an insightful test bed for probing the causes and consequences of life-history adaptations in wild populations of flies. Beyond their phenotypic effects, clines have also been extensively studied in terms of population genomics ([@bib671], [@bib332], [@bib159], [@bib33]; [@bib306], [@bib307]; [@bib527]; [@bib3]; [@bib381]).

### Correlations between life-history traits and trade-offs: {#s7}

To function properly, and to survive and reproduce, organisms must work as well-integrated entities. Although it can be conceptually or practically convenient to define and measure single traits, organisms are obviously not collections of well separable, independent characters ([@bib621], [@bib623]; [@bib625]; [@bib682]; [@bib500]; [@bib182]; [@bib176]; [@bib404]). This also applies to fitness components, which are commonly tightly integrated through various developmental, physiological, and genetic mechanisms that result in positive or negative correlations (covariances) between life-history traits ([@bib29]; [@bib622], [@bib625]; [@bib711]; [@bib512]; [@bib182], [@bib184]; [@bib549]; [@bib550]; [@bib173]; [@bib176]; [@bib279]). Life-history traits should thus be viewed from a multivariate perspective as a set of interrelated traits that jointly determine reproductive success or fitness ([@bib341]; [@bib342]; [@bib76]; [@bib549]).

Correlations between traits arise from genetic and/or nongenetic (environmental) sources of covariance; to the extent that they are genetically determined, they imply that the traits cannot evolve independently ([@bib622], [@bib625]; [@bib162]; [@bib547], [@bib548], [@bib549]). While phenotypic correlations do not necessarily reflect underlying genetic correlations and can arise from environmental sources, they can be reasonably good predictors of genetic correlations, especially for morphological traits ("Cheverud's conjecture"; [@bib551]; [@bib92]; [@bib546]).

The best-known type of life-history correlation are "trade-offs," defined as negative correlations between components of fitness ([@bib622], [@bib625]; [@bib545], [@bib549], [@bib548]; [@bib512]; [@bib279]). For example, levels of reproductive effort might trade off with growth or survival ("costs of reproduction"; reproductive effort model; [@bib168]; [@bib694]). To the extent that phenotypic trade-offs are rooted in negative genetic correlations, they might represent evolutionary (genetic) constraints: selection for an increased value of one fitness-related trait causes a correlated decrease of the value of the other fitness component and might thus constrain their independent evolution.

Phenotypic and genetic correlations between fitness components in *D. melanogaster* are pervasive, and have commonly been observed in quantitative genetic studies and analyses of correlated responses to selection in the laboratory \[see below and [@bib512])\]. For example, as mentioned above, high- and low-latitude flies typically differ with respect to the values of several life-history traits, suggesting multivariate correlations and trade-offs within and, due to local adaptation along the cline, among populations ([@bib465]; [@bib184]; [@bib467]; [@bib160]; [@bib149]). Although there are many exceptions and patterns can be extremely variable across studies ([@bib560]; [@bib210]; [@bib551]; [@bib222]), the following correlations tend often to be observed \[see [@bib631], [@bib512], and section on correlated responses below\]: usually positive correlations between development time, size at eclosion, ovariole number, and fecundity; commonly a negative correlation between life span and early fecundity; sometimes a trade-off between early and late-life fecundity; often a positive correlation between total (lifetime) fecundity and life span; and typically no consistent correlations between development time and/or size with life span ([@bib4]; Robertson 1957a,[@bib536], 1960; [@bib115], [@bib120]; [@bib560],[@bib561]; [@bib210]; [@bib376]; [@bib556], [@bib558]; [@bib29]; [@bib551]; [@bib669]; [@bib645]; [@bib545]; [@bib625]; [@bib717],[@bib718]; [@bib354]; [@bib634]; [@bib631]; [@bib230]; [@bib512]; [@bib564]; [@bib590],[@bib591]; [@bib31]; [@bib588]; [@bib181]; [@bib465]; [@bib173]; [@bib160]).

Fitness components in flies are also frequently correlated with traits that confer the ability to resist and survive various stresses, and environmental insults \[reviewed in [@bib512]; *cf*. section on correlated responses\]. Although stress resistance traits are not usually defined as life-history traits *sensu stricto*, they represent important fitness components because they contribute to somatic maintenance and thus to survival. Such stress resistance traits include, for example, resistance to starvation, desiccation, oxidative stress, and cold and heat, with resistance being measured as survival after exposure ([@bib595]; [@bib562], [@bib564]; [@bib371]; [@bib250]; [@bib234]; [@bib231]; [@bib254], [@bib257]; [@bib568]; [@bib684], [@bib685]; [@bib512]; [@bib9]; [@bib532]; [@bib214]; [@bib665]; [@bib314],[@bib315]; [@bib227]; [@bib302]; [@bib699]). Correlations between classical fitness components and stress resistance traits are often seen in long-lived genotypes (long-lived mutants; flies selected for increased life span), where increased life span and reduced early life fecundity go together with increased resistance to one or multiple stressors ([@bib250]; [@bib532]; [@bib181]; [@bib173]; [@bib227]).

What is the genetic basis of life-history correlations and trade-offs? Genetic correlations between fitness components measure the degree to which two life-history traits are affected by one or several loci as the result of pleiotropy and/or linkage disequilibrium (LD) among the loci affecting the trait ([@bib625]; [@bib162]; [@bib547], [@bib549]; [@bib106]; [@bib279]). Given that recombination can break down LD readily, pleiotropy is likely the predominant factor in causing stable (nontransient) genetic correlations ([@bib547], [@bib549]). Pleiotropic effects on the values of two traits can either be positive (+, +), negative (−, −), or antagonistic (+, − or −, +); positive and negative pleiotropy cause positive genetic correlations, while antagonistic pleiotropic effects cause negative genetic correlations. A major but underappreciated caveat is that a lack of genetic correlation does not always imply a lack of pleiotropy: if alleles or loci vary in the signs and magnitudes of their pleiotropic effects, the effects might cancel each other out, resulting in a net correlation of zero ("variable pleiotropy"; [@bib223]; [@bib222]; [@bib162]; [@bib379]; [@bib177]). Only "consistent" pleiotropic effects will, on average, lead to significant correlations between fitness components.

Experimental work in *D. melanogaster* and other species has revealed that mutational correlations between fitness components arising from deleterious *de novo* mutations are typically positive: this is because most deleterious mutations affect two or more fitness components negatively in the same direction, with different mutations doing so to a different extent ([@bib268]; [@bib311]; [@bib507]; also see below). Yet, in terms of standing genetic variance in equilibrium populations, we expect to find negative genetic correlations (trade-offs) for at least some pairs of fitness components ([@bib75], [@bib77], [@bib78]). Because selection exhausts V~A~ for net fitness, alleles with unconditionally beneficial effects on two or more fitness components should become fixed, whereas alleles with deleterious pleiotropic effects on multiple fitness-related traits should be eliminated ([@bib238]). Hence, the remaining standing variance for fitness components might represent segregating alleles that exhibit antagonistic pleiotropy (AP) and that cause negative genetic covariances between life-history traits ([@bib238]; [@bib136]; [@bib533]; [@bib73], [@bib75], [@bib77], [@bib78]; [@bib554], [@bib557]; [@bib261]; [@bib113]; [@bib547]; [@bib380]; [@bib87]).

Many studies in *D. melanogaster* and other organisms support the existence of negative genetic correlations between fitness components consistent with trade-offs and AP (also *cf*. section on correlated responses). For instance, the genetically based trade-off between early fecundity and life span, observed in many selection experiments, lends strong support to a central explanation for the evolution of senescence (aging): under the AP hypothesis of the evolution of aging, due to [@bib417], [@bib418] and [@bib693], senescence evolves because, when the force of selection declines with age, selection favors alleles with beneficial effects on early life fitness components even when they have deleterious effects late in life ([@bib73]; [@bib560],[@bib561]; [@bib558]; [@bib77], [@bib78]; [@bib476]; [@bib559]; [@bib631]; [@bib180]; [@bib181]; [@bib84]; [@bib173]; [@bib193]; [@bib13]; [@bib179]). Overall, the existence of AP alleles in *D. melanogaster* (and other model organisms such as *Caenorhabditis elegans*) is well supported by laboratory analyses of large-effect mutants and transgenic constructs \[see [@bib652]) and reviews in [@bib654], [@bib320], [@bib487], [@bib181], [@bib465], [@bib173]), [@bib184]), [@bib279]), and [@bib13])\], and a growing body of evidence suggests that segregating polymorphisms in natural populations has pleiotropic effects on fitness components consistent with genetic trade-offs ([@bib465]; [@bib386]; [@bib467]; [@bib149]).

Although it seems clear that at the genetic-level trade-offs are caused by genetic correlations due to AP (and/or LD), little is known about their underlying proximate causes, especially their physiological underpinnings ([@bib582]; [@bib559]; [@bib360]; [@bib711]; [@bib20]; [@bib182], [@bib183]; [@bib178]; [@bib233]; [@bib549]; [@bib176]; [@bib173]; [@bib422]; [@bib279]). This is a major unresolved problem that limits our understanding of the functional constraints that act on the evolution of life histories ([Box 1](#b1){ref-type="boxed-text"}).

#### Box 1. What is the functional nature of life-history trade-offs?

"*It would be instructive to know not only by what physiological mechanisms a just apportionment is made between the nutriment devoted to the gonads and that devoted to the rest of the parental organism*, *but also what circumstances in the life-history and environment would render profitable the diversion of a greater or lesser share of the available resources towards reproduction*." R. A. [@bib168], p. 43--44).

Genetic correlations are merely statistical descriptions ([@bib622], [@bib625]; [@bib162]; [@bib549]): many experiments have found correlations consistent with trade-offs, but they are not informative about their causes ([@bib75]; [@bib261]; [@bib476]; [@bib222]; [@bib279]). Notably, theory shows that the relationship between genetic covariances (or the genetic variance--covariance matrix, **G**) and underlying functional constraints might be complex and indirect, so that only little about the former can be learned from the latter ([@bib496]; [@bib75]; [@bib261]). In equilibrium populations, positive genetic correlations for trait pairs embedded in a higher-dimensional system of fitness components do not rule out that these traits are involved in negative genetic correlations and thus subject to constraint; therefore, finding positive genetic correlations does not exclude trade-offs ([@bib496]; [@bib75], [@bib77]). On the other hand, negative genetic correlations indicate that constraints might be at play, yet there are always some positive genetic correlations between particular trait pairs expected to be present at equilibrium ([@bib75]). Hence, analyses of genetic correlations (or **G**) shed little light on functional constraints ([@bib496]; [@bib75]). This is echoed by [@bib261], who modeled genetically based resource allocation trade-offs between life-history traits: "*The form of* ***G*** *does not necessarily reveal the constraint on resource acquisition inherent in the system*, *and therefore studies estimating* ***G*** *do not test for the existence of life-history tradeoffs. Characters may evolve in patterns that are unpredictable from* ***G***." Similarly, using simulations, [@bib222] found that correlated responses to selection can be strictly constrained even when the genetic correlation is zero.

The rather crude insights into trade-offs gained from analyzing correlations thus call for detailed analyses of "functional architecture," *i.e.*, the pathways that connect genotypes to phenotypes ([@bib261], [@bib264]; [@bib93], [@bib96]; [@bib166]; [@bib559]; [@bib360]; [@bib20]; [@bib182]; [@bib549]; [@bib176]; [@bib279]; [@bib450]; [@bib179]).

For instance, it is usually assumed that at the physiological level, genetically based trade-offs might manifest themselves as allocation trade-offs between processes that compete for energetic resources such as growth, reproduction, survival, and somatic maintenance ([@bib168]; [@bib694]; [@bib606]; [@bib675]; [@bib582]; [@bib261]; [@bib129]; [@bib498]; [@bib559]; [@bib264]; [@bib422]; [@bib449]; [@bib450]); this is commonly called the "Y model" ([@bib129]). However, while allocation trade-offs are commonly invoked, they are rarely firmly established; and while AP-effect loci underlying genetic trade-offs might be involved in resource acquisition and/or allocation, they could have effects that are independent of resource allocation, *i.e.*, involving other types of physiological and/or structural constraints ([@bib582]; [@bib650]; [@bib360]; [@bib20]; [@bib172], [@bib173]; [@bib649]; [@bib422]; [@bib279]). Indeed, despite some evidence in favor of resource allocation trade-offs \[reviewed in [@bib42], [@bib449], and [@bib450]\], studies that have examined the physiological basis of life-history trade-offs in flies, *i.e.*, by measuring details of resource acquisition *vs.* allocation and/or energy metabolism, have found little or no evidence for the classical resource allocation model ([@bib139]; [@bib609]; [@bib425]; [@bib458]; [@bib217]; also *cf*. [@bib173]; [@bib649]; [@bib450]). Moreover, several studies have found that trade-offs can be "uncoupled," *e.g.*, by genetic or dietary manipulation \[reviewed in [@bib173] and [@bib179]\]. In sum, phenotypic and genetic correlations are only remotely connected to constraints on life-history evolution ([@bib75]; [@bib261]; also *cf*. [@bib550]; [@bib105]; [@bib422]), and the expression of trade-offs can be highly dynamic and contingent ([@bib622], [@bib625]; [@bib173]; [@bib450]; [@bib279]).

### Environmental variation and life-history plasticity: {#s8}

Another fundamental aspect of the quantitative genetics of life-history traits is phenotypic plasticity, *i.e.*, the ability of a single genotype to produce multiple phenotypes across environments ([@bib624], [@bib625]; [@bib580]; [@bib677]; [@bib547]; [@bib171]). Plasticity, which is mechanistically due to differences in gene expression across environments, represents the environmental (nongenetic) variance in the phenotype (V~E~), *i.e.*, all phenotypic variation that is due to environmental effects ([@bib162]; [@bib171]). Although it is commonly assumed that most plasticity is adaptive, environmentally induced variation can be neutral or even maladaptive ([@bib636]; [@bib1]); in fact, plasticity might often be physiologically inevitable and/or caused by random environmental changes, including "microenvironmental" variation ("developmental noise"; [@bib171]). For introductions regarding plasticity see chapter 3 in [@bib625] and chapter 6 in [@bib547]; for book-length treatments see [@bib583], [@bib499], [@bib690], [@bib134], and [@bib692].

There are several methods for conceptualizing and analyzing plasticity ([@bib625]; [@bib580]; [@bib677]; [@bib547]): for quantitative traits in continuous environments, a convenient way is to measure a genotype's phenotypic value across several values of the environmental parameter (*e.g.*, temperature): the resulting curve (function) maps the phenotype to the environment and is called the genotype's "reaction norm." The steeper the slope of the reaction norm, the higher the degree of plasticity ([@bib625]; [@bib545], [@bib547]; [@bib171]): most life-history traits are typically highly sensitive to changes in the environment ([@bib513]; [@bib262]; [@bib666]; [@bib457]; [@bib184]). Genetic variation for plasticity is present when the genotypes in a population differ in the slope and/or curvature of their reaction norms across environments: this is called "genotype--environment interaction" (GxE), and the model for partitioning the total phenotypic variance of a trait can then be written as V~P~ = V~G~ + V~E~ + V~GxE~ ([@bib625]; V~E~ + V~GxE~ = V~PL~ = plastic variance).

Life-history plasticity can be evolutionarily important for at least four reasons. First, if there are significant amounts of GxE for fitness components, and if there exist recurring, predictable environmental changes (*i.e.*, reliable environmental cues), selection might favor genotypes with "optimal" (fitness maximizing) phenotypic responses to changes in the environment ("optimal reaction norm": [@bib629]; *cf*. [@bib677]; [@bib567]). Selection for adaptive plastic life-history responses is expected to cause an erosion of genetic variation in reaction norms at the population level, leading to a genetically "canalized" bundle of reaction norms ([@bib171]; [@bib1]). However, even though life-history traits are expected to be highly sensitive to environment on theoretical grounds ([@bib513]; [@bib262]), a recent meta-analysis has found that they might not necessarily be more or less plastic than other (morphological or behavioral) traits ([@bib1]). Importantly, this analysis suggests that plasticity of life-history traits, despite the proximity of these traits to fitness, might often be neutral or maladaptive ([@bib1]; *cf*. [@bib636]); convincing cases of adaptive life-history plasticity thus require robust empirical evidence ([@bib666]; [@bib184]; see below). Second, plasticity changes the genetic response of the trait(s) to selection across environments ([@bib632]; [@bib625]): it does so by modulating (i) how genetic variation for fitness components is expressed across environments (depending on the environment, phenotypic differences between genotypes can be blurred, amplified, or their phenotypic ranking reversed) and (ii) the phenotypic expression (the magnitude and/or sign) of genetic correlations between different environments. Importantly, plasticity and GxE can change, for example, a negative correlation in one environment into a positive correlation in another ([@bib624], [@bib625]), which explains why the expression of trade-offs is often dynamic and contingent. Third, a related point is that under changing environments, GxE interactions for fitness components and net fitness can maintain genetic variation ([@bib441]; [@bib211]; [@bib625]; [@bib386]). Fourth, plasticity can allow for compensation among fitness components, so that a fitness reduction through a plastic change in one trait might be balanced by increased fitness through a plastic response in another trait ([@bib625]; [@bib171]).

In *D. melanogaster*, life-history plasticity and reaction norms have been particularly well investigated with regard to the effects of temperature, nutrition, and crowding \[[@bib284]; [@bib469]; [@bib123]; [@bib200], [@bib202],[@bib203] (*D. mercatorum*); [@bib721]; [@bib93]; [@bib131]; [@bib274]; [@bib709]; [@bib109]; [@bib133]; [@bib293]; [@bib455]; [@bib512]; [@bib209]; [@bib564]; [@bib667]; [@bib648], [@bib649]; de Jong and Van der Have 2009; [@bib181]; [@bib692]; [@bib586]; [@bib184]; [@bib326]; [@bib174]; [@bib102]; [@bib407]; [@bib674]\], and also with respect to adult reproductive dormancy ([@bib578]; [@bib651]; [@bib653]; [@bib590],[@bib591]; [@bib588]; [@bib184]).

In terms of thermal plasticity, a multitude of studies has established that flies raised at cool temperatures (*e.g.*, ≤ 18°) develop more slowly; show reduced viability; eclose as adults at a larger size (*e.g.*, larger thoraces and wings, and increased dry weight); exhibit reduced sexual dimorphism for size; have reduced ovariole number, decreased early fecundity, and lower "thermal fecundity performance"; produce eggs that are larger; are more cold- and starvation-resistant; and live longer than flies raised at warmer temperatures (*e.g.*, ≥ 25°) \[[@bib6]; [@bib5]; [@bib411] (in *D. subobscura*); [@bib721]; [@bib118], [@bib124], [@bib127]; [@bib483],[@bib484]; [@bib131]; [@bib291]; [@bib15]; [@bib109]; [@bib133]; [@bib293]; [@bib455]; [@bib190]; [@bib667]; [@bib185]; [@bib326], [@bib329]; [@bib163]; [@bib407]; [@bib463]\]. With respect to fecundity performance and reproductive fitness, a temperature of ∼25° seems to be invariably optimal ([@bib326], [@bib329]).

Thermal plasticity of gene expression ("transcriptional plasticity") has also been studied, for example in the context of population-level plasticity, thermal reaction norms and GxE ([@bib713]; [@bib66]; [@bib90]), fluctuating temperatures ([@bib617]), and latitudinal clines \[[@bib364]; [@bib91]; [@bib712]; [@bib510] (*D. subobscura*); [@bib102]). Such studies can be informative about the mechanisms underlying thermal life-history plasticity.

Notably, [@bib455] found that size changes in response to rearing temperature are accompanied by changes in early fecundity and longevity, which support the hypothesis that the thermal reaction norm for size represents an adaptive plastic response. It is noteworthy in this context that the plastic response of size to temperature seems to parallel the genetic response of size to thermal laboratory selection and presumably, in the case of latitudinal clines (see above), to natural selection ([@bib455]).

The idea that thermal reaction norms are shaped by selection, and that this selection erodes genetic variation for thermal plasticity, is consistent with the observation that population-level reaction norms for six populations (from Africa and Europe, spanning tropical and temperate areas) assayed for size-related traits, ovariole number, and fecundity performance across seven fluctuating temperature regimes (ranging on average from 14 to 30°) were remarkably parallel, with little evidence for GxE ([@bib326]). Similarly, an analysis of 19 populations across the eastern Australian cline did not find any latitudinal differentiation in plasticity for developmental time, thorax length, and wing size ([@bib293]). Yet, many studies have observed significant amounts of variation for plasticity of fitness components in response to thermal change, both within and among populations \[[@bib472] (*D. simulans*), 1978; [@bib447] (*D. simulans*); [@bib582]; [@bib202]; [@bib676]; [@bib678]; [@bib347]; [@bib326]; [@bib163]; [@bib407]; [@bib340]; [@bib463]\], including latitudinal differentiation in plasticity. For example, [@bib407] found that, in contrast to low‐latitude North American populations, high‐latitude populations are more responsive to cold exposure and exhibit more rapid recovery from chill coma in response to cold temperatures in the field, suggesting differential patterns of local adaptation for adaptive plasticity along the cline. In terms of uncovering the genetic basis of thermal plasticity for body size, important recent progress has been made by [@bib340] who applied a GWAS approach to the DGRP lines.

Another, and perhaps the most fundamental, environmental factor in the life of the vinegar fly is nutrition, which is obviously critical for development, growth, survival, and reproduction; it is also central to the notion of resource allocation trade-offs discussed above (*cf*. [@bib449]). Effects of diet quality and quantity on many aspects of fly development, growth, physiology, and life history have been studied in great detail, beginning \> 100 years ago and using a variety of different natural fruit, and various laboratory-made and chemically defined ("holidic"), food media ([@bib130]; [@bib454]; [@bib24]; [@bib640]; [@bib25]; [@bib656]; [@bib571], [@bib572]; [@bib538]; [@bib573]; [@bib26]; [@bib10]; [@bib23]; [@bib648], [@bib649]; [@bib353]; [@bib503]). Most of the early work \[reviewed in [@bib572]\] focused on the dietary requirements for proper larval development, growth, and the attainment of adult size, a research tradition that has become increasingly molecular, and has led to modern studies of growth control and metabolism ([@bib37]; [@bib38]; reviewed in [@bib152]; [@bib205]; [@bib16]; [@bib359]; [@bib659]; [@bib227]). Research on how nutrition impacts *Drosophila* life history has focused on numerous aspects, including the effects of malnutrition, overfeeding, dietary restriction (DR), calories, the ratio ("balance") of diet components, and of specific nutrients such as essential amino acids.

Not surprisingly, food shortage during development (*e.g.*, reduction or deprivation of yeast, or whole-food dilution) increases developmental time, and decreases body size and size-related traits ([@bib25]; [@bib52]; [@bib668]; [@bib346]; [@bib679]; [@bib328]). [@bib25] found that larvae stopped growing and died after a few days if starved before 70--72 hr AEL but, when starved after this time, larvae would grow into very small adults which, as shown by [@bib668], have 50% fewer ovarioles, greatly reduced fecundity, and shortened life span. Conversely, larval overfeeding, *e.g.*, on a high-sugar diet, markedly prolongs development, reduces size, and increases fat storage ([@bib468]; [@bib528]); similarly, overfeeding in the adult stage leads to weight gain, increased fat storage, and can shorten life span ([@bib612]; [@bib434]).

Given the importance of fecundity and adult survival in determining fitness, the effects of diet on these adult traits are especially interesting. Generally, adult food deprivation or very restricted diets reduce fecundity and life span, whereas high food levels increase fecundity but decrease life span ([@bib260]; [@bib71]; [@bib215]; [@bib649]). Interestingly, within a range of relatively low-to-intermediate food concentrations (usually in the adult stage; but see below), one can observe so-called DR effects (specifically defined as reduced food intake without malnutrition); the hallmarks of such DR effects are that they extend life span but reduce fecundity. This phenomenon, first discovered in rats in 1935, has been examined by many studies in *Drosophila*, with a strong focus on understanding the molecular mechanisms underlying DR-induced longevity \[for the first demonstration of DR in *Drosophila* see [@bib93]; also see [@bib71], [@bib395], [@bib397], [@bib392], [@bib50], [@bib55], [@bib426], [@bib290], and [@bib56]; reviewed in [@bib488],c), [@bib501], [@bib502], [@bib509], [@bib648], [@bib649], [@bib394], [@bib174], [@bib655], [@bib248], and [@bib304]\]. While DR is usually implemented at the adult stage, several studies have found that a (not too strongly) restricted juvenile diet can also extend adult life span ([@bib151]; [@bib409]; [@bib635]); remarkably, depending on the adult diet, larval yeast DR can double median life span, a carry-over effect caused by the larval diet-induced suppression of toxic, life span-shortening lipids produced by the adults ([@bib635]).

Initially it was thought that the effects of adult DR might be caused by reduced intake of calories ("caloric restriction"), but it was later found that they are in fact independent of calories ([@bib397]; also *cf*. [@bib426]; [@bib649]); careful studies that manipulated yeast and sugar in different combinations discovered that DR extends life span because of the reduced amount of dietary yeast (relative to sugar), the major source of protein in the fly diet, suggesting that the main determinant is the ratio of protein to carbohydrate ([@bib350]; [@bib612]; [@bib51]; [@bib349]; [@bib655]). These insights were aided by the advent of the "nutritional geometry" framework, providing a quantitative method for examining multidimensional dietary responses ([@bib350]; [@bib611]; [@bib174], [@bib655]). The role of yeast is also underscored by observations showing that the quality and species of dietary yeast fungi has profound effects on fly life history ([@bib26]; [@bib23]; [@bib7]; [@bib219]). In contrast, sugar has overall rather little effect on life span but increasing amounts reduce fecundity ([@bib23]; [@bib426]). Subsequently, research in this area has led to the realization that dietary proteins (and essential amino acids) from yeast are crucial for egg production, but that they have major life span-shortening effects ([@bib424]; [@bib217]; [@bib348]; [@bib504]; also *cf*. [@bib172]; [@bib655]; [@bib248]).

From an evolutionary genetic perspective, several studies have reported substantial amounts of genetic variance for dietary plasticity within and among populations (or strains) of *D. melanogaster* for various fitness-related and metabolic traits, and for the DR response itself, *e.g.*, using quantitative genetics estimation or experimental evolution approaches \[[@bib200] (*D. mercatorum*); [@bib246]; [@bib202]; [@bib31]; [@bib218]; [@bib525]; [@bib135]; [@bib421]; [@bib707], [@bib708]; [@bib451]\]. Thus, fly populations are expected to be able to rapidly adapt to specific diets or changing dietary conditions.

In terms of molecular mechanisms, insights into the physiological underpinnings of DR and dietary plasticity have come from analyses of gene expression changes ([@bib508]; [@bib67]; [@bib206]; [@bib137]; [@bib691]; [@bib618]; [@bib710]; [@bib241]), and many studies have sought to identify genes that underlie DR-induced longevity using mutants and transgenes, with growing (but still ambiguous) evidence for an involvement of genes in the insulin/insulin-like growth factor signaling (IIS)/target of rapamycin (TOR) pathways \[reviewed in [@bib655]; also *cf*. discussion in [@bib172], [@bib248], and [@bib179]\]. However, there is still little evidence for any specific gene to be functionally required for the life span increase under DR ([@bib648], [@bib649]; [@bib174]; [@bib655]).

Evolutionary biologists have been particularly interested in DR because it might represent an example of adaptive plasticity and underpin dynamic resource allocation trade-offs. Specifically, it has been hypothesized that DR is an adaptive response to temporary food shortage or starvation, whereby the organism withdraws energetic resources away from costly reproductive functions and reallocates them into somatic maintenance and survival functions until nutritional conditions that are more favorable for reproduction have returned ([@bib258]; [@bib406]; [@bib324]; also *cf*. [@bib173], [@bib174]), a prediction consistent with the "disposable soma" theory for the evolution of aging and life histories ([@bib323]), and supported by a theoretical model ([@bib603]). However, there is increasing evidence that this interpretation in terms of adaptive resource reallocation might not be correct: (i) flies that have been genetically sterilized, which should bring many (but perhaps not all) physiological activities geared toward reproduction to a halt, exhibit full life span expansion when exposed to DR ([@bib396]); (ii) females flies that have evolved on and adapted to a DR diet evolve reduced life span without showing a concomitant evolutionary increase in fecundity \[[@bib708]; males in contrast evolve higher reproductive success without reduced survival ([@bib707])\]; and (iii) flies kept under DR conditions and then switched back to a full diet perform worse in terms of survival and fecundity than flies continuously kept on a rich diet ([@bib413]). Thus, while in many species DR increases life span ([@bib448]) and usually reduces fecundity ([@bib431]), the intuitively appealing idea that this response has evolved as a flexible and adaptive resource reallocation strategy might be wrong. Clearly, from an evolutionary point of view, much more work is required to determine the potential fitness costs and benefits of DR, and to elucidate the adaptive or nonadaptive nature of this kind of dietary plasticity.

Plastic responses to larval crowding in laboratory cultures, which can have major effects on fitness-related traits, have also been investigated \[reviewed in [@bib512]\]. Strong crowding (hundreds of larvae *vs.* 50--100 larvae per vial) leads to a major food shortage and hence intense competition, and increases the levels of noxious metabolic waste (ammonia) produced by the larvae ([@bib605]; [@bib44]). The phenotypic consequences of increased larval crowding include increased larval and pupal mortality, markedly prolonged development time, increased pupation height, often dramatically reduced adult size at eclosion, reduced fecundity, decreased lipid content, and reduced starvation resistance \[reviewed in [@bib512]; *cf*. [@bib298], [@bib605], [@bib437], and [@bib43]\]. The effects of larval crowding on life span likely depend on a balance between exposure to toxic metabolic waste *vs.* food limitation: the former can decrease life span ([@bib605]), while the latter (if not too severe) increases life span (see above; [@bib93]) so that larval crowding is sometimes found to extend adult life span ([@bib423]; [@bib373]; [@bib720]; [@bib328]). This life span-extending effect of larval crowding has recently been explained as being due to the reduced availability of dietary yeast caused by increased larval competition ([@bib328]; see above). Effects of adult crowding on life history are less well understood but can include reduced fecundity and life span (*cf*. [@bib512]).

One of the most interesting cases of life-history plasticity in the fly is reproductive dormancy ([Figure 5](#fig5){ref-type="fig"}); dormancy refers to a state of environmentally induced arrest of growth, development, and activity accompanied by decreased metabolic function. and which promotes somatic persistence \[reviewed in [@bib651], [@bib153], [@bib586], and [@bib184]\].

![Adult reproductive dormancy in *D. melanogaster*. In response to cool temperatures and short day lengths, some populations of vinegar flies can undergo a plastic, reversible state of adult reproductive dormancy (often referred to as reproductive diapause). This syndrome is associated with ovarian arrest in females (causing small, nonvitellogenic ovaries, as illustrated in the figure) or arrested spermatogenesis in males, increased levels of stress resistance, and greatly improved adult survival. See main text for further details. Figure credit: Chloé Schmidt (University of Manitoba).](3f5){#fig5}

*D. melanogaster* enters such a state of dormancy in response to low temperature (≤ 12--13°) and reduced (short-day) photoperiod (≤ 12 hr light); under such conditions, dormant flies are characterized by ovarian arrest (halted vitellogenesis) in females and arrested spermatogenesis in males, improved resistance to oxidative and heat stress (as well as other stressors), negligible rates of senescence, and increased adult life span ([@bib578], [@bib579]; [@bib577]; [@bib651]; [@bib653]; [@bib590],[@bib591]; [@bib588]; [@bib153],[@bib154]; [@bib586]; [@bib336]; [@bib374]). The effects of low temperature on dormancy induction tend to be stronger than the effects of photoperiod ([@bib154]).

Because in the vinegar fly---in contrast to some other insects including other *Drosophila* species---this state is rapidly induced, rather "shallow," and can easily be "broken" by increasing temperature and lengthening the photoperiod ([@bib578]; [@bib577]; [@bib576]), it might not present a proper "diapause" but rather a state of "quiescence"; on the other hand, because it is under neuroendocrine control and seems to be adaptive (see below), it does exhibit some major hallmarks of proper diapause (*cf*. [@bib653]; [@bib651]; [@bib182], [@bib184]).

Interestingly, there is geographic (clinal) and genetic variation for dormancy expression in *D. melanogaster*: while genotypes from some populations can enter dormancy readily in response to low temperatures and short-day photoperiod, others have low or zero dormancy propensity ([@bib695]; [@bib590],[@bib591], [@bib592]; [@bib588]; [@bib154]; [@bib160]). This pattern is most clearly seen along the North American east coast where the propensity of dormancy expression follows a latitudinal cline: flies from temperate, seasonal high-latitude populations (*e.g.*, from Maine) show much greater dormancy inducibility than flies from subtropical/tropical low-latitude populations (*e.g.*, from Florida) ([@bib695]; [@bib590],[@bib591], [@bib592]; [@bib588]; [@bib154]).

In Europe, the propensity to undergo dormancy exhibits a similar but considerably shallower north--south latitudinal cline as compared to North America ([@bib497]). Along the Australian east coast, dormancy expression is also clinal but the pattern is nonlinear, with dormancy incidence being lowest in subtropical Australia, and then increasing toward both temperate and tropical Australia ([@bib351]); however, the pattern is similar to the cline along the North American east coast when considering a similar latitudinal range as in North America.

When experimentally isolated in the laboratory and measured under nondormancy-inducing conditions, [@bib591] found that "high-dormancy" genotypes (*i.e.*, strains that always undergo dormancy under dormancy-inducing conditions) have lower early fecundity, improved resistance to starvation and cold stress, reduced age-specific mortality, and longer life span as compared to "low-dormancy" genotypes, suggesting that the ability to undergo dormancy forms part of a pleiotropic, polymorphic life-history syndrome (*cf*. [@bib184]).

Several lines of evidence suggest that *D. melanogaster* can overwinter in temperate areas on several continents, despite this species being an ancestrally tropical insect ([@bib289]; [@bib430]; [@bib46]; [@bib48]; [@bib256]); this is consistent with population genetic studies that have observed temporally persistent population structure, implying that flies might overwinter locally \[[@bib287], [@bib288]) for North America; also *cf*. [@bib289]) and references therein). This has led to the hypothesis that dormancy in *D. melanogaster* represents an overwintering strategy ([@bib695]; [@bib590],[@bib591]), similar to the winter diapause observed in northern *Drosophila* species ([@bib378]; also *cf*. [@bib651]; [@bib653]; [@bib184]). This notion is supported by population cage experiments by [@bib587] who observed that under stressful conditions (alternating bouts of starvation and cold stress), the frequency of genotypes able to express dormancy increased over time relative to the frequency of nondormant genotypes, whereas under favorable control conditions the opposite pattern was found. In favor of the overwintering hypothesis, Paul Schmidt (personal communication) has observed that flies can live for up to 6 months under standard dormancy conditions, and Marko Brankatschk (personal communication) has found that adult flies can live up to 9 months when kept under temperatures fluctuating ∼8° and on a plant diet, which, in contrast to a yeast-based diet, confers increased cold tolerance (also *cf*. [@bib49]).

Perhaps consistent with the idea that dormancy is an adaptation of temperate populations of *D. melanogaster* to cold climates, [@bib160] found that dormancy inducibility was \< 2% among 119 lines from across 10 sub-Saharan African populations; this low diapause propensity was independent of whether the lines came from lowland or from high-altitude populations (also *cf*. [@bib586]). However, [@bib715] and [@bib374] have recently reported positive dormancy induction in African strains, even though non-African admixture was not ruled out as an explanation; according to [@bib715], dormancy might represent an ancestral adaptation to unfavorable seasonal changes (*cf*. [@bib160]). Whichever the case may be---overwintering adaptation or a stress response to other unfavorable conditions---the evidence to date suggests that dormancy represents a case of adaptive life-history plasticity.

The physiological mechanisms underlying dormancy have been probed using gene expression analyses ([@bib335]; [@bib712]). These, as well as several genetic studies, have identified a major role of neuroendocrine pathways in affecting dormancy, especially the IIS pathway and secondary downstream hormones such as juvenile hormone and ecdysone \[reviewed [@bib651], [@bib182], [@bib154], [@bib586], and [@bib184]\]. For North American populations, [@bib592] have mapped diapause propensity to the *couch potato* locus, a gene involved in neural development and possibly endocrine regulation; and a study by [@bib696] has implicated the IIS signaling gene *PI3 kinase* in explaining natural variation in dormancy inducibility. Notably, loss-of-function laboratory mutations in the IIS pathway "phenocopy" important aspects of dormancy \[[@bib652]); reviewed in [@bib651], [@bib182], [@bib184], [@bib154], and [@bib586]\]. Interestingly, and beyond dormancy, growing evidence suggests that variation in IIS makes a major contribution to life-history clines ([@bib466], [@bib467]; [@bib159]; [@bib184]; [@bib149]). In European populations, dormancy has been linked to a polymorphism at the [*timeless*](https://identifiers.org/bioentitylink/FB:FBgn0014396?doi=10.1534/genetics.119.300160) locus, a gene involved in the circadian clock ([@bib570]; [@bib657]; [@bib716]).

Together, the literature above suggests that many fitness components in *D. melanogaster* are highly plastic. Yet, we still know little about the potential inevitability, costs, and benefits of life-history plasticity and the evolutionary forces that shape it.

The amount and maintenance of genetic variation for fitness components {#s9}
----------------------------------------------------------------------

Populations of *D. melanogaster* harbor extensive amounts of genetic variation in fitness components. This is evidenced by a large number of quantitative genetic studies (and laboratory evolution; see below). For reviews see [@bib367], [@bib610], [@bib112], [@bib240], [@bib74], [@bib551], and [@bib441]; the treatment here mainly follows the syntheses of [@bib87] and [@bib83].

To examine the effects of *de novo* mutations or of standing genetic variation on the variability of life-history traits, quantitative genetic studies of *Drosophila* have analyzed net fitness using genotypic (sometimes also interspecific) competition assays or, the majority of them, fitness components under laboratory conditions ([@bib523], [@bib524]; [@bib330]; [@bib439], 1984, [@bib441]; [@bib519],[@bib520]; [@bib641], [@bib643] [@bib54]; [@bib367]; [@bib444]; [@bib610]; [@bib300]; [@bib236], [@bib237]; [@bib112]; [@bib240]; [@bib337]; [@bib705]; [@bib382]; [@bib74], [@bib83]; [@bib645]; [@bib111]; [@bib268], [@bib269]; [@bib343]; [@bib189]; [@bib87]).

Many of these studies have taken advantage of balancer chromosomes, using them to isolate wild-type chromosomes and study their effects on fitness components ([@bib445]; *cf*. [@bib367]; [@bib610]; [@bib87]; [@bib83]). Balancer chromosomes carry multiple inversions that suppress crossing over along a particular chromosome when in heterozygous state with a homologous wild-type chromosome; moreover, most balancer stocks carry recessive lethals (thus preventing the homozygosity of the balancer chromosome) and dominant phenotypic marker mutations ([@bib445]; [@bib10]). This powerful technique can be used to study the effects of *de novo* mutations on variation in fitness components (the mutational component of the genetic variance, V~M~; [@bib610]): fully or partially recessive deleterious (including lethal) mutations that occur spontaneously on the wild-type chromosome can be completely sheltered from selection by being kept continuously in a nonrecombining, heterozygous state over the balancer, by backcrossing male heterozygotes to females from the balancer strain ([@bib445]; [@bib367]), in MA experiments ([@bib439], [@bib440]; [@bib443]; [@bib459]; [@bib268], [@bib269]; [@bib88]; [@bib14]; [@bib312]; [@bib593]; also *cf*. [@bib84]). Another application is to use balancers to extract a set of independent wild-type chromosomes from natural populations and measure trait values of fitness components of flies homozygous for such chromosomes. Moreover, by performing intercrosses between such sets of chromosomes ("diallel" crosses), one can measure the effects on fitness components of one of the major chromosomes (either the *X*, second, or third) independent of the other chromosomes. This information can be used to estimate the additive and dominance components of genetic variance, V~A~ and V~D~ ([@bib444]; [@bib442]; [@bib337]; [@bib441]; [@bib275]; [@bib87]; [@bib83]). A third method is to compete nonlethal wild-type chromosomes against a balancer in population cages to estimate the fitness effects of the wild homozygous chromosomes relative to the heterozygous chromosomes ([@bib641], [@bib642]; [@bib698]; [@bib343]; *cf*. [@bib189] for an extension of this method).

What have we learned from \> 50 years of quantitative genetic studies of *Drosophila* life history? One emerging conclusion is that newly arising deleterious mutations make a major contribution to standing genetic variation in net fitness and genetic load; this is revealed by the unmasking of concealed variability, which is not detectable in outbred populations, among homozygotes upon inbreeding ([@bib84]). For example, if a set of wild-type second or third chromosomes in *Drosophila* is made homozygous, often ∼30% of the chromosomal homozygotes are lethal ([@bib610]; [@bib111]; [@bib84]). However, some estimates can be considerably higher: for instance, [@bib442] found a frequency of lethal-carrying chromosomes of 0.55 for a population from Florida \[also *cf*. [@bib610]) for a review\]. In contrast to the second and third chromosome, only a few lethals are found on the *X* chromosome because *X*-linked lethal alleles are exposed to selection in (hemizygous) males and thus are rapidly eliminated from the population ([@bib111]; [@bib84]). Crosses between distinct lines, each with different lethal chromosomes, produce viable heterozygous offspring in close to 100% of cases. This implies that most recessive lethal variants affect distinct genes and that the high frequency of chromosomes with lethal mutations is caused by individually rare mutations distributed over many loci ([@bib111]; [@bib84]). Based on a literature analysis, [@bib87] conclude that deleterious mutations typically lead to reductions of net fitness when in homozygous or heterozygous states of at least ∼1% and ∼5%, respectively \[see [@bib610], [@bib112], [@bib111], [@bib195], and [@bib84]\].

A related inference is that most deleterious mutations affecting fitness are likely to be partially recessive, not fully recessive or additive ([@bib87]; [@bib84]). For example, even fully recessive lethal mutations (with a dominance coefficient *h* *=* 0) have average heterozygous fitness effects of ∼2--3% ([@bib111]; [@bib195]), and mutations with small homozygous effects on fitness have *h*-values that are considerably larger than zero. For example, estimates from MA experiments suggest that such mildly deleterious mutations have dominance coefficients in the range of *h* = 0.1--0.4, with an average of ∼0.20--0.25 ([@bib112]; [@bib111]; [@bib87]; [@bib195]; [@bib84]; [@bib83]). The literature summarized above thus suggests that most standing variation in net (total) fitness in populations of *D. melanogaster* is fueled by the input of mildly deleterious, partially recessive mutations ([@bib610]; [@bib112]; [@bib87]; [@bib83]).

The accumulation of deleterious mutations is also fundamentally important for the evolution of aging or senescence. According to the MA theory of aging ([@bib418]), mutations with detrimental effects confined to old age classes are effectively neutral and attain higher equilibrium allele frequencies under mutation--selection balance than early acting deleterious alleles \[reviewed in [@bib558], [@bib77], [@bib79], [@bib80], [@bib476], [@bib280], [@bib479], [@bib181], [@bib465], [@bib84], and [@bib179]\]. Analyses of the age-specific properties of quantitative genetic parameters in *D. melanogaster* (*e.g.*, V~A~, V~D~, and inbreeding depression) provide support for this theory ([@bib278]; [@bib86]; [@bib281]; [@bib530]; [@bib277]; [@bib164]; [@bib147]). However, alternative models predict similar patterns of age-specific genetic variance under both MA and AP ([@bib433]; yet, there is currently little evidence for the kind of age-specific changes in allelic effects and dominance variance assumed by these models ([@bib277]). Importantly, by using the DGRP lines to examine the age-specific fitness effects of individual single-nucleotide polymorphisms (SNPs), [@bib147] found a major increase in the number of SNPs affecting fecundity with increasing age, with minimal overlap among SNPs across ages. Thus, there is overall quite strong empirical evidence for MA in maintaining genetic variance in senescence.

Interestingly, the selective effects of new, mildly detrimental mutations in *Drosophila*, as inferred from quantitative genetic studies, are markedly underestimated by analyses of DNA sequence variability: this implies the existence of mutations with relatively large fitness effects that make a major but underappreciated contribution to mutational input and standing variation for fitness ([@bib83]). This could be because genomic analyses might miss contributions of transposable element insertions or of other large insertion/deletions ([@bib83]). A contribution from inversion polymorphisms seems more unlikely because most quantitative genetic studies have been performed with inversion-free lines ([@bib83]) but can, generally speaking, not be ruled out as an important source of fitness variation in natural populations ([@bib305]).

For detrimental mutations, mutation rates (*U*) have also been estimated from MA experiments, either using assays of fitness components (mainly viability) or sequencing analyses \[[@bib88]), [@bib14]), and [@bib224]); for earlier estimates see [@bib266], [@bib267]\], with *U*~D~ being defined as the total mutation rate per diploid genome to deleterious alleles for autosomal sites. MA experiments have produced an extremely large range of estimates for *U*~D~, from 0.02 to 1.2 ([@bib88]; [@bib453]; [@bib84]). The most current estimate, based on combining estimates for *U* from DNA sequence comparisons across species with direct estimates of the mutation rate from DNA sequences in MA lines, is a genome-wide deleterious mutation rate of ∼1.2 for the diploid genome ([@bib224]), but this estimate must be regarded as provisional as it is subject to large uncertainty ([@bib83]).

Newly arisen deleterious mutations typically impact multiple fitness components simultaneously ([@bib87]; [@bib83]). This inference is supported by several facts. First, many MA experiments have consistently found positive mutational correlations between multiple fitness components ([@bib268]; [@bib405]; [@bib507]; [@bib311]). Second, as a consequence, the effects of deleterious mutations on individual fitness components are typically only a fraction of their effects on net (total) fitness, with an average effect of a mutation on a trait of ∼25--40% of its overall effect on fitness ([@bib87]; [@bib83]). Third, the fitness reduction caused by making wild chromosomes from natural populations homozygous is typically a multiple of the homozygous reduction seen for viability ([@bib112]; [@bib343]). This means that most deleterious mutations have pleiotropic effects on several fitness components that go in the same direction, thus causing positive correlations.

While standing variation for net fitness seems to be dominated by an input of partially recessive mildly deleterious mutations, most studies have found that genetic variance for fitness components is dominated by additive variance, with a relatively minor contribution of nonadditive variance (*e.g.*, V~D~) ([@bib337]; [@bib74]; [@bib551]; [@bib441]; [@bib262]; [@bib110]; [@bib87]; [@bib245]). Consistent with additivity, most life-history traits seem to be affected by many loci of small effect; however, in some cases traits exhibit rather large values of V~D~ (relative to V~A~ and inbreeding depression) that are compatible with the existence of a few genes with relatively large effects ([@bib87]; *cf*. [@bib275], [@bib276]).

Importantly, while narrow-sense heritabilities (*h*^2^ = V~A~/V~P~) for life-history traits are typically lower (average: ∼10--12% and range: ∼0--60%) than those for morphological or physiological traits ([@bib551]), [@bib262] has found that fitness components harbor *significantly more* additive variance than morphological traits when V~A~ is divided by the square of the trait mean (V~A~/m^2^ = mean-standardized additive variance = square of the coefficient of additive variation, CV~A~^2^) instead of being divided by V~P~ \[for estimates of CV~A~ and CV~D~ see, *e.g.*, [@bib87])\]. Because heritability estimates can suffer from inherent positive correlations between the numerator (V~A~) and components of V~P~ in the denominator, the mean-scaled additive variance is a better predictor of "evolvability," *i.e.*, the potential to respond to selection, than heritability ([@bib228]).

This leads to an interesting conundrum ([@bib262]; [@bib87]; [@bib83]). Fisher's Fundamental Theorem of Natural Selection implies that selection should exhaust additive genetic variance for fitness, so that there should be no additive genetic variance for fitness in an equilibrium population under selection alone ([@bib168]; *cf*. [@bib74]). This leads to the prediction that traits closely connected to fitness should exhibit very little or no additive genetic variance ([@bib533]; [@bib435]; [@bib551]; [@bib513]; [@bib262]). How can this discrepancy be explained?

Several explanations have been put forward to account for the low heritability of fitness components and their excess of additive genetic variance ([@bib74], [@bib83]; [@bib441]; [@bib513]; [@bib262]; [@bib87]). The fact that for fitness components, as compared to other traits, estimates of *h*^2^ are much lower than estimates of CV~A~^2^ might be explained by higher amounts of residual variation V~R~ (V~P~ = V~A~ + V~R~, where V~R~ is the sum of nonadditive genetic variance components and environmental variance) ([@bib262]). Because V~D~ is expected to contribute relatively little to V~R~ (but see below), this implies that V~E~ makes a major contribution to the variability of fitness components (also see section on plasticity). A large amount of V~E~ could result from fitness traits typically integrating (environmental) variability over the entire lifetime of an organism, maybe much more so than other traits ([@bib513]; [@bib262]). This argument is supported by theoretical work suggesting that much phenotypic variation in fitness components might be due to neutral stochastic (environmental or demographic) "noise" ([@bib636]). Yet, a meta-analysis of published data on trait plasticity has found that life-history traits are not necessarily more plastic than other traits ([@bib1]).

A second more fundamental explanation for the high values of V~A~ for fitness components (as revealed by estimates of CV~A~^2^) is that life-history traits are influenced by many more loci than other traits ([@bib262], [@bib264]; the "target size" hypothesis). In support of this, [@bib263] found high correlations between mutational target sizes and mutational variances, suggesting that traits with a complex highly polygenic architecture, such as fitness components, are larger targets for mutational input than more simple traits. The mutational target size hypothesis is clearly an appealing explanation for the high levels of V~A~ for fitness components, but the large amounts of V~A~ appear to contradict the expectation that there should be no additive variance for fitness in an equilibrium population.

Generally, the available quantitative genetic estimates suggest that there is too much additive genetic variance for fitness components and more inbreeding depression than can be explained by mutational input and mutation-selection balance alone ([@bib337]; [@bib74], [@bib83]; [@bib441]; [@bib87]). For example, the value of V~A~ for viability---estimated for second chromosomes subject to MA and inbreeding depression---is expected to be much greater than 0.001, while estimates of V~A~ from natural populations are at least twice as large, suggesting that \> 50% of the additive variance for fitness components is not accounted for by mutation ([@bib441]; [@bib88], [@bib84]).

What then explains the high amount of (additive) variance in fitness components? This issue bears directly on one of the two central questions of population genetics ([@bib367]; [@bib386]; [@bib84]): (i) how much variation is there in natural populations and (ii) what evolutionary forces maintain this variation? While the first problem can be considered solved, especially due to the advent of DNA sequencing, the maintenance of variation in quantitative polygenic traits remains incompletely understood ([@bib295]) ([Box 2](#b2){ref-type="boxed-text"}).

### Box 2. How is genetic variation for fitness maintained?

Two broad types of explanation have been proposed to explain the maintenance of variation in natural populations ([@bib140]; [@bib367]). The "classical hypothesis" posits that most novel variation in populations is caused by the input of rare deleterious mutations ([@bib446]); it essentially represents a model of purifying selection and mutation--selection balance. The "balanced hypothesis," on the other hand, suggests that most loci are polymorphic and that balancing selection maintains several alleles in the population ([@bib140]).

As argued above, the data at hand rule out the idea that the observed variability in fitness components in *Drosophila* is solely due to mutation--selection balance ([@bib74]; [@bib441]; [@bib87]; [@bib83]). Thus, it is likely that some types of balancing selection make a major contribution to the maintenance of variation in fitness components, as [@bib140] had envisaged.

Yet, classical models of balancing selection, involving overdominance (heterozygote advantage), seem in most cases to be incompatible with the data ([@bib87]): quantitative genetic studies often find that there is too much additive relative to dominance variance, and too much variance of chromosomal homozygotes as compared to chromosomal heterozygotes for this model to explain the maintenance of variation for net fitness ([@bib337]; [@bib441]; [@bib262]).

However, an interesting possibility compatible with the data is AP (see [@bib547]; [@bib87]; [@bib386]): if two alleles at a locus affect two traits, with the directionality of their homozygous effects on a given trait being opposite, and if the allele that is beneficial with respect to a given trait is dominant over the deleterious allele ("dominance reversal"), heterozygote advantage for net fitness can result ([@bib554], [@bib557]; [@bib113]; [@bib87]; also *cf*. [@bib238]). Thus, in such a situation, there can be additive genetic variance for fitness components among loci even if there is no V~A~ for net fitness. Theory suggests that this mechanism might lead to the maintenance of stable polymorphisms ([@bib554], [@bib557]; [@bib113]; also *cf*. [@bib86]; [@bib547]). This hypothesis is consistent with empirical estimates of the ratio of dominance to additive genetic variance for life-history traits ([@bib547]; [@bib87]) and empirical observations of pleiotropic effects of natural polymorphisms on various life-history traits ([@bib467]; [@bib149]; also see section on correlated responses).

A similar uncoupling between the effects of a locus on a fitness component and fitness can occur under spatially and/or temporally varying selection, GxE, or frequency-dependent selection ([@bib444]; [@bib441]; [@bib211]; [@bib625]; [@bib87]). For example, [@bib700] have recently developed a model of seasonally fluctuating selection, based on AP with dominance reversal, which can explain the maintenance of multilocus polymorphisms; this might account for seasonal fluctuations of allele frequencies and fitness components in temperate populations of *D. melanogaster* ([@bib33]; [@bib27]). This model suggests that the conditions under which temporally varying selection can maintain variation are less restrictive than previously thought. Similarly, as discussed in the context of clines above, spatially varying selection provides an attractive mechanism for explaining the maintenance of balanced polymorphisms ([@bib363]; [@bib613]; [@bib165]; [@bib155]; [@bib239]; [@bib3]; [@bib706]; [@bib305]), and trade-offs due to AP might explain the maintenance of spatial variation in fitness components (*e.g.*, [@bib465]; [@bib467]; [@bib148], [@bib149]).

Moreover, both theory and experiments show that frequency- or density-dependent selection---due to interactions among individuals---as well as gene flow (migration) can also generally have a major impact on the maintenance of genetic variation \[*e.g.*, discussed in [@bib365], [@bib22], [@bib616], [@bib57], [@bib399], [@bib569], and references therein\].

Finally, what is the role of epistasis in maintaining variation (*e.g.*, [@bib386], [@bib387])? Despite evidence for pervasive epistasis among individual loci in *Drosophila*, also at the level of fitness (*e.g.*, [@bib703]; [@bib270]; [@bib107]), most genetic variation is additive ([@bib245]). These notions are not incompatible as epistasis can generate substantial additive variance, especially when alleles are at extreme frequencies ([@bib245]; [@bib387]). Nonetheless, epistasis might have important implications for the maintenance of variation. For example, with suppressing epistasis it is possible that the amount of stabilizing selection is overestimated and mutational variance is underestimated ([@bib703]; [@bib387]). If this is true, the inference that mutation--selection balance is insufficient to explain the maintenance of variation might need to be revisited. Moreover, in finite populations subject to inbreeding and drift, epistatic variance can become converted into additive variance, which can contribute to the response to selection (*e.g.*, [@bib387]; [@bib243]).

Life-History Evolution in the Laboratory {#s10}
========================================

The fact that populations of *D. melanogaster* often harbor large amounts of variation available for selection to act upon is most powerfully illustrated by selection experiments in the laboratory \[reviewed in [@bib367], [@bib701], and [@bib511]\], a framework called laboratory evolution, laboratory selection, or experimental evolution (*sensu lato)*. The forerunners of this approach were the early population cage experiments of L'Héritier and Teissier ([@bib369]; also *cf*. [@bib199]), and [@bib702].

Essentially three types of laboratory evolution experiments can be distinguished (*e.g.*, [@bib30]): (i) laboratory natural selection (= experimental evolution *sensu stricto*; sometimes called "quasi-natural" selection), where the researcher surveys evolutionary changes of replicated populations in response to different experimentally imposed conditions (*e.g.*, environmental, demographic, genetic, social, *etc*.); (ii) artificial selection (or "selective breeding"), where the researcher directly selects breeding individuals based on their phenotype or genotype for further breeding (the approach classically used in animal and plant breeding); and (iii) laboratory culling, where the experimenter imposes an extreme environmental condition (*e.g.*, usually causing high mortality), representing a stringent selective screen, with only a small proportion of the individuals contributing to the next generation \[this design has elements of both (i) and (ii)\]. For general reviews of these methods see [@bib244], [@bib563], [@bib30], [@bib581], [@bib192], [@bib310], and the edited volume by [@bib196].

As reviewed in detail by [@bib512] and as briefly summarized below, laboratory evolution experiments have contributed greatly to our understanding of many aspects of life-history evolution and evolutionary genetics in general (*e.g.*, [@bib367]; [@bib625]; [@bib545], [@bib547]; [@bib78]; [@bib511]; [@bib232]; [@bib631]; [@bib230]; [@bib564]; [@bib58]; [@bib196]).

Laboratory selection on fitness components {#s11}
------------------------------------------

Many studies have imposed laboratory selection on fitness components in flies, either by direct artificial selection or indirectly in response to specific environmental conditions. Fitness components that have been successfully subjected to artificial selection include developmental time ([@bib101]; [@bib518]; [@bib18]; [@bib717]), age at sexual maturity \[[@bib271]; [@bib517] (*D. simulans*)\], copulation duration ([@bib223]), size at eclosion \[= size at maturity; [@bib541]; [@bib537], [@bib539]; [@bib145] (*D. pseudoobscura*); [@bib246], [@bib247]; [@bib478]; [@bib486]; [@bib672]\], ovariole number ([@bib535]; [@bib157]), (early) fecundity ([@bib28]; [@bib561]; [@bib555]; [@bib526]; [@bib89]), egg size ([@bib28]; [@bib470]; [@bib594]), late-life fertility and life span ([@bib561]; [@bib376]; [@bib556]; [@bib477]; [@bib485]; [@bib529]; [@bib410]), direct family selection on life span without selection for late-life fertility ([@bib718]), and various stress resistance traits ([@bib597]; [@bib252]; [@bib250]; [@bib234]; [@bib564]; [@bib532]).

Life-history evolution in *Drosophila* has also been investigated in response to several environmental conditions using laboratory natural selection (experimental evolution *sensu stricto*), including adaptation to laboratory culture conditions \[evolutionary "domestication"; [@bib408] (in *D. subobscura*); [@bib600], [@bib601]; [@bib265]; [@bib608] (in *D. subobscura*); *cf*. [@bib516]), temperature \[[@bib8] (in *D. pseudoobscura*); [@bib68]; [@bib69], [@bib70]; [@bib273]; [@bib483],[@bib484]; [@bib291]; [@bib15]; [@bib39]; [@bib663]\], nutrition (including selection for starvation resistance, adaptation to different larval and adult diets, DR, *etc*.; [@bib539],[@bib540]; [@bib246], [@bib247]; [@bib72]; [@bib250]; [@bib456]; [@bib39]; [@bib532]; [@bib333]; [@bib334]; [@bib679], [@bib680]; [@bib707], [@bib708]; [@bib249]; [@bib410]), humidity ([@bib318]), levels of extrinsic (environmental) mortality at the adult stage ([@bib198]; [@bib634]), reverse life-history evolution back to the ancestral state ([@bib660]; [@bib661]), and so forth.

A growing number of so-called "Evolve and Resequence" (E&R) studies have examined the genomic basis of adaptive responses in laboratory evolution experiments in *Drosophila* using next-generation resequencing technology \[reviewed in [@bib584], (2015)\], including investigations of the evolution of development time and correlated traits ([@bib59]), size ([@bib672]), life span and late-life fertility ([@bib529]; [@bib65]; [@bib161]; [@bib249]), egg size ([@bib294]), starvation ([@bib229]) and desiccation resistance ([@bib303]), and thermal adaptation (both in *D. melanogaster* and *D. simulans*; [@bib461]; [@bib662]; [@bib306]; [@bib19]). These studies have yielded major insights into the dynamics of allele frequency changes, linked selection due to hitchhiking ("genetic drift"), and the identity of genomic regions and loci that might underpin adaptation.

What general conclusions can be drawn from the work on laboratory evolution in the fly? The studies above imply that life-history adaptation in *Drosophila* is often very rapid and, at least initially, not limited by mutational input: it appears to proceed mainly from a large store of standing variation (often involving alleles at intermediate frequencies, consistent with balancing selection), likely via polygenic responses at many loci and maybe also soft sweeps \[see data and discussion in [@bib89], [@bib661], [@bib59], [@bib514], [@bib515], [@bib461], [@bib420], [@bib83], [@bib197], [@bib19], [@bib259], and [@bib317]\]. This conjecture is not new but is now supported by much stronger empirical evidence: [@bib367] stressed that "... *the results of artificial selection experiments remain the strongest evidence we have of widespread genetic variation for genes that are relevant to characters of adaptive significance*" (p. 93) and "*Certainly the most extreme form of the classical hypothesis*, *which allows only a handful of rare mutations to be heterozygous in each individual*, *is contradicted by the selection results. Some substantial number of loci contributing to adaptive morphological and physiological characters must be segregating at intermediate allelic frequencies*" (p. 94).

Correlated responses to selection and trade-offs {#s12}
------------------------------------------------

Laboratory evolution in *Drosophila* has also illuminated our understanding of correlations between fitness components and trade-offs ([@bib230]; [@bib512]). A powerful way to establish genetic trade-offs is to apply selection on a focal life-history trait and to identify which other traits exhibit correlated responses to selection ([@bib547]; but *cf*. [@bib223]; [@bib222]). [Table 1](#t1){ref-type="table"} summarizes the results of 30 studies of direct and correlated life-history responses in *D. melanogaster* across 12 laboratories \[[@bib631]) and [@bib630]); also *cf*. reviews in [@bib29], [@bib625], [@bib230], [@bib512], and [@bib564]\]. Overall, the results from these experiments suggest that:

###### Summary of selection experiments on *D. melanogaster* life history \[updated based on a figure in the Ph.D. thesis of [@bib719] and first published in modified form by [@bib631]\]

                                                           Correlated response to selection                                                             
  ----------------------------------- -------------------- ---------------------------------- --------- --------- ------- --------- --------- --------- --
  Selected trait                      Larval competition                                                                                                
  Development time                    **+**                                                   **+**     **0**     **+**   **−**                         
  Body size                           **−**                **+**                                        **+/−**   **+**   **−**                         
  Longevity                           **0**                **0**                              **0/−**             **−**   **0/−**   **+**               
  Early fecundity                                          **+**                              **+**     **0/−**           **0/−**   **−**     **0**     
  Late fecundity                                           **0/+**                            **0/+**   **+/−**   **−**             **0/+**   **0/+**   
  Starvation resistance/fat content                        **0/+**                                      **0/+**                               **+**     
  Desiccation resistance                                   **0/+**                            **0**     **+**     **−**             **+**               

The table represents a correlation matrix where the rows represent the focal life-history traits on which selection was applied and the columns represent the traits in which a correlated evolutionary response to selection was measured. Included are also two physiological traits (starvation and desiccation resistance) that also represent components of fitness contributing to somatic maintenance (survival); the expression of these traits can depend on nutritional conditions. The signs (0, +, and **−**) indicate the sign/direction of the correlated response; sometimes responses were not consistent (or even opposite) across different laboratories (*e.g.*, 0/**−**, 0/+, or +/−) (also *cf*. [@bib2]). The data in the matrix are based on results from (in alphabetical order) [@bib53], [@bib94], [@bib95], [@bib97], [@bib186], [@bib198], [@bib220], [@bib234],b), [@bib246], [@bib247], [@bib251], [@bib252], [@bib376], [@bib377], [@bib436], [@bib477], [@bib478], [@bib485],b), [@bib526], [@bib529], [@bib556], [@bib561], [@bib562], [@bib597], [@bib598], [@bib634], and [@bib717],b). Note that the matrix above does not represent a comprehensive or complete summary of the vast literature on correlated life-history responses in *D. melanogaster*. For reviews and discussion also see [@bib631], [@bib512], [@bib230], and [@bib630].

1.  Flies selected for prolonged development have larger size at eclosion; conversely, flies selected for larger size exhibit increased development time.

2.  Females selected for increased early fecundity take longer to develop and are larger; conversely, flies selected for prolonged development or larger size exhibit increased early fecundity.

3.  Flies selected for increased longevity have decreased early fecundity.

4.  Flies selected for late-life fertility---and thus increased life span---exhibit improved stress (starvation or desiccation) resistance; conversely, selection for increased stress resistance is typically correlated with longer life span.

Importantly, several of these responses (or their absence) have been consistently observed across independent studies and laboratories: *e.g.*, selection for longer life span (either by postponing reproduction or via direct selection for life span) typically leads to the correlated evolution of reduced early fecundity ([@bib376]; [@bib556]; [@bib718]; [@bib485]; [@bib529]). Fewer data exist about the correlated response of life span to selection for increased early fecundity (or early fitness more generally): while [@bib526] observed no consistent effect on life span of selection for increased early fecundity, [@bib634] found that after 50 generations of experimental evolution under high adult mortality, thus imposing strong selection on early fitness, flies had evolved faster development, earlier age at maturity, smaller size at eclosion, higher early fecundity, and shorter life span. The notion that selection for increased early fecundity might lead to the correlated evolution of shorter life span is also supported by two selection experiments in *Tribolium* flour beetles ([@bib615]; [@bib419]). Thus, it seems likely that the trade-off between early fecundity and life span might be symmetrical \[but see [@bib526]\].

Another consistent pattern across most experiments is that selection for increased late-life fecundity/increased life span does not affect development time and/or body size, or vice versa, suggesting that development does not have a major impact on longevity ([@bib376], [@bib377]; [@bib94]; [@bib717],[@bib718]; [@bib485]; [@bib53]; *cf*. discussion in [@bib414]).

These experiments thus provide robust evidence that fitness components are intimately connected through genetic (and the resulting developmental, physiological, and phenotypic) correlations ([@bib622], [@bib625]; [@bib75]). The observed trade-offs are consistent with (but not proof of) AP alleles underlying genetic correlations; in particular, the commonly observed trade-off between early fecundity and longevity is consistent with the AP hypothesis of the evolution of aging ([@bib417], [@bib418]; [@bib693]; [@bib560],[@bib561]; [@bib558]; [@bib77], [@bib78]; [@bib476]; [@bib631]; [@bib564]; [@bib280]; [@bib180]; [@bib181]; [@bib84]; [@bib193]; [@bib13]; [@bib179]).

Inadvertent selection, GxE, and interpretational caveats {#s13}
--------------------------------------------------------

Although we have learned a great deal from the data above, the interpretation of life-history selection experiments is not always straightforward ([@bib476]; [@bib232]; [@bib512]).

As indicated in [Table 1](#t1){ref-type="table"}, some correlated responses are inconsistent across studies and laboratories. One explanation for this might be variable pleiotropy: high variability in the signs and magnitudes of pleiotropic effects across selected loci can cause inconsistent correlated responses to selection, thus rendering the correlated responses difficult to predict; a related issue is that correlated responses to selection in the laboratory are not always well predicted by knowledge of genetic correlations ([@bib223]; [@bib222]; *cf*. [@bib177]).

Inadvertent selection or unintended differences between selection regimes can also cause interpretational problems. As discussed by [@bib516], some selection experiments for postponed senescence might have been subject to inadvertent selection for early life performance (rapid development and high early fecundity) and to strongly relaxed selection on the later part of adult life, due to the typical, discrete 2-week culture regime of the base stocks used in many of these experiments: under such regimes alleles for adult fitness traits that are expressed after 4 days of adult age are sheltered from selection, possibly leading to the accumulation of late-acting mutations (*cf*. [@bib232]; [@bib600], [@bib601]). In such a situation, correlations between early and late fitness components might not be due AP, but could instead arise from LD between the newly accumulated mutations and alleles affecting early or late-age traits under direct selection ([@bib516]; also *cf*. [@bib100]).

GxE interactions can also obscure correlated responses and might arise from unintended differences between selection regimes, for example differences in nutrition, and from selection lines being measured under assay conditions that differ from those in the selection regime ([@bib361],[@bib362]; [@bib563]; [@bib232]; [@bib2]). Similarly, correlations might be masked by GxE interactions when populations are exposed to novel conditions, for instance when wild-caught flies are brought into the laboratory and they are adapting to the laboratory conditions ([@bib596]; [@bib232]; [@bib408]; [@bib600]; [@bib608]; [@bib325]).

Some of the inconsistent (or occasionally even opposite) life-history responses among different laboratories in [Table 1](#t1){ref-type="table"} might thus---at least in part---be due to differences between selection and assay environments within the same laboratory, or to differences between assay environments among laboratories, *i.e.*, a type of genotype- (or selection regime) by-environment interaction ([@bib232]; [@bib2]). In support of this notion, when life-history selection lines from laboratories in Basel, Groningen, Irvine, and London were all measured in each of these laboratories, [@bib2] found clear interactions between origin and assay environment for early fecundity, a highly environmentally sensitive (plastic) trait (also *cf*. [@bib89]; [@bib410]). In contrast, for longevity, development time and body size interactions between selection regime and assay environment were not significant, yet in several cases measurements in different environments would have led to opposite conclusions for these traits with respect to the effects (or direction) of selection.

A selection experiment by [@bib485] set out to avoid some of these difficulties by using a long-standing (\> 28 years), laboratory-adapted, outbred base population maintained in population cages with overlapping generations as the starting material for a selection experiment on age at reproduction and by measuring selection under conditions identical to those during selection. Importantly, similar to earlier experiments, breeding from older adult flies led to an evolutionary increase in life span (albeit not increased late-life fertility) at the expense of reduced early life fertility, thus strongly suggesting that the trade-off between early fecundity and longevity is driven by AP. However, in contrast to some earlier studies (see [Table 1](#t1){ref-type="table"}), no correlated responses were found for developmental traits such as development time, larval competitive ability, and size at eclosion ([@bib485]).

The Loci Underlying Variation in Fitness Components {#s14}
===================================================

Understanding how variation in fitness components, or ultimately in fitness itself, maps into genetic variation at underlying causative loci is a central and long-standing problem of evolutionary genetics ([@bib367]; [@bib87]; [@bib264]; [@bib386]; [@bib21]; [@bib543]). Genes and alleles that affect fitness components in *D. melanogaster* have been identified and studied by both molecular and evolutionary biologists, using two quite distinct genetic research traditions and approaches ([@bib565]; *cf*. discussion in [@bib633]; [@bib638]; [@bib128]; [@bib170]).

The first approach, which might be called "Mendelian genetics" (or "transmission genetics", "molecular genetics," or "functional genetics"), has mainly employed large-effect, laboratory-generated, complete (amorphic) or partial (hypomorphic) loss-of-function mutants (*e.g.*, isolated from mutant screens) or transgenic constructs (overexpression, RNAi, *etc*.) to examine genetic effects upon fitness components, in particular on life span ([@bib633]; [@bib627], [@bib628]; [@bib462]; [@bib301]; [@bib371]; [@bib646], [@bib647]; [@bib552]; [@bib607]; [@bib664]; [@bib99]; [@bib631]; [@bib652], [@bib654]; [@bib479]; [@bib230]; [@bib460]; [@bib177]; [@bib283]; [@bib320]; [@bib487]; [@bib187]; [@bib181]; [@bib465]; [@bib393]; [@bib665]).

This work has contributed significantly to our understanding of the developmental, physiological, and molecular underpinnings of traits such as growth, size, and life span and their regulation. For example, it has led to the important realization that molecular signaling pathways such as the IIS pathway can have evolutionarily conserved effects on life span \[reviewed in [@bib170] and [@bib179])\]. However, while these analyses have illuminated major aspects of the "functional architecture" of fitness-related traits, the genes identified in such experiments do not necessarily harbor segregating alleles that contribute to standing genetic variation for traits in natural, evolving populations (Flatt 2004; [@bib181]; [@bib36]; [@bib681]; [@bib161]; [@bib149]).

The second approach, taken by evolutionary and quantitative geneticists, has thus focused on the effects of genetic variation in outbred populations of *D. melanogaster*, and might be called "experimental evolutionary genetics" or "experimental population genetics" (including "quantitative genetics") ([@bib367]; [@bib162]; [@bib547]; [@bib380]; [@bib87]; [@bib383],[@bib384], [@bib385], [@bib386]; [@bib230]; [@bib170]; [@bib177]; [@bib204]; [@bib389]; [@bib181]; [@bib465]; [@bib21]; [@bib565]; [@bib683]). For instance, numerous studies have used quantitative trait locus (QTL) mapping to identify chromosomal regions and individual genes that affect fitness components such as ovariole number, fecundity, and life span ([@bib355], [@bib356]; [@bib678]; [@bib383],[@bib384], [@bib385], [@bib386]; [@bib213]; [@bib62]; [@bib204]; [@bib357]; [@bib389], [@bib390]; [@bib697]; [@bib31]; [@bib181]; [@bib465]). [Figure 6](#fig6){ref-type="fig"} illustrates a specific example of a natural, balanced life-history polymorphism that underpins clinal adaptation, and [Table 2](#t2){ref-type="table"} lists a selection of examples of naturally occurring life-history variants that were identified using the second, "evolutionary" approach \[for more comprehensive reviews see [@bib181] and [@bib465]\]. Generally, there are still relatively few cases of naturally segregating life-history loci and polymorphisms that have been identified and studied in detail.

![An example of a naturally segregating life-history polymorphism in *D. melanogaster*. (A) A polytene third chromosome of a fly heterozygous for the *In(3R)Payne* inversion polymorphism, *i.e.*, the fly carries one normal noninverted third chromosome (standard arrangement) and one homologous chromosome with the inverted arrangement. In the region spanned by the inversion, the inverted and standard arrangements have paired by forming a loop structure (inversion loop). (B) Around the world, the *In(3R)Payne* inversion polymorphism is typically at intermediate frequency in warm climates but decreases in frequency toward temperate regions. Experiments show that the inversion confers small body size, decreased stress resistance, and shorter life span, while flies carrying the standard arrangement are characterized by the opposite phenotypes. This balanced polymorphism makes a major contribution to the well-known clines for these fitness components. Because the inversion affects several quantitative fitness-related traits that are likely to be affected by multiple loci inside the inversion, this polymorphism has been hypothesized to represent a life-history "supergene." Also see [Figure 4](#fig4){ref-type="fig"}. Figure credit: Chloé Schmidt (University of Manitoba).](3f6){#fig6}

###### Examples of natural variants or polymorphisms affecting *D. melanogaster* life history

  Gene                                                            Variant type                                                                                                        Origin of variant                                                         Affected trait(s)                                                                                               Analysis method                                                                                      Reference
  --------------------------------------------------------------- ------------------------------------------------------------------------------------------------------------------- ------------------------------------------------------------------------- --------------------------------------------------------------------------------------------------------------- ---------------------------------------------------------------------------------------------------- -------------------------------------------
  *bellwether (blw)*                                              AG/GT polymorphism in promoter region                                                                               Identified in a selection experiment for longevity                        Life span                                                                                                       Transgenic constructs                                                                                [@bib194]
  *catecholamines up (catsup)*                                    QTL alleles; naturally segregating SNPs and indel polymorphisms                                                     QTL mapping between inbred strains and alleles from a single population   Life span, locomotory behavior, sensory bristle number; (alleles have nonpleiotropic effects on these traits)   QTL mapping; association mapping; DCT; mutant alleles                                                [@bib64], [@bib389]
  *CG9509*                                                        SNPs in *cis*-regulatory (enhancer) region                                                                          Several natural populations                                               Larval growth rate, body weight, wing size, insecticide and female cold tolerance                               Hypomorphic allele; transgenic RNAi; association study                                               [@bib212]
  *couch potato (cpo)*                                            SNPs                                                                                                                Latitudinal cline                                                         Reproductive dormancy                                                                                           QTL mapping; DCT                                                                                     [@bib592]
  *dopa decarboxylase (Ddc)*                                      QTL alleles; naturally segregating SNPs                                                                             Single natural population                                                 Life span                                                                                                       QTL mapping; DCT                                                                                     [@bib490], [@bib356], [@bib132]
  *Drip* (aquaporin)                                              QTL alleles; molecular nature unknown                                                                               Single natural population                                                 Fecundity                                                                                                       QTL mapping; DCT; transgenic RNAi                                                                    [@bib32]
  *foxo*                                                          Clinally varying two-SNP variant; GG *vs.* AT haplotype, identified from population genomic analyses of the cline   Latitudinal cline                                                         Viability, body size, size-related traits, starvation resistance                                                Recombinant outbred populations that differ in allelic state using DGRP lines                        [@bib149]
  *I am not deady yet (Indy)*                                     *Hoppel* transposon insertion variant                                                                               Several natural populations                                               Life span, fecundity                                                                                            Insertion homo- and heterozygotes from natural lines                                                 [@bib714]
  *Insulin-like receptor (InR)*                                   Indel polymorphism                                                                                                  Latitudinal cline                                                         Body size, fecundity, life span                                                                                 Lines that differ in allelic state, isolated from natural populations with balancers                 [@bib466], [@bib467]
  *In(3R)Payne* (see [Figure 6](#fig6){ref-type="fig"})           Inversion polymorphism                                                                                              Latitudinal cline                                                         Body size, size-related traits, cold-shock mortality, starvation resistance, life span                          Association study; inversion and noninverted homokaryotype lines isolated from natural populations   [@bib688]; [@bib522] [@bib308], [@bib148]
  *Menin1 (Mnn1)*                                                 SNP/amino acid polymorphism                                                                                         Latitudinal cline                                                         Hatch rate, UV sensitivity, chill coma recovery, starvation resistance                                          Transgenic lines differing in allelic state                                                          [@bib644]
  *methuselah (mth)*                                              Wild-derived alleles                                                                                                Several natural populations; latitudinal cline                            Life span, fecundity, oxidative stress resistance                                                               QCT                                                                                                  [@bib464]; also *cf*. [@bib589]
  *neurofibromin 1 (Nf1)*                                         Indel polymorphism                                                                                                  Latitudinal cline                                                         Wing size, developmental time                                                                                   Association study                                                                                    [@bib352]
  *Phosphatidylinositol 3- kinase (Pi3-kinase*, *PI3K) (Dp110)*   Autosomal recessive *vs.* dominant natural variants; molecular nature unknown                                       Natural populations                                                       Reproductive dormancy                                                                                           Segregation analysis; DCT; QCT; transgenic constructs                                                [@bib696]
  *shuttle craft (stc)*                                           QTL alleles                                                                                                         QTL mapping between inbred strains                                        Life span                                                                                                       DCT; QCT                                                                                             [@bib491]
  *S6 kinase (S6K)*                                               QTL alleles                                                                                                         QTL mapping between inbred strains                                        Total protein levels, glycogen storage, life span, immune response                                              QCT                                                                                                  [@bib98]
  *tailup (tup)*                                                  QTL alleles                                                                                                         QTL mapping between inbred strains                                        Life span                                                                                                       DCT; QCT                                                                                             [@bib389]

The table provides examples of naturally segregating alleles and polymorphisms that affect fitness components in *D. melanogaster*. In several of these cases there is evidence suggesting that these polymorphisms have pervasive pleiotropic effects upon multiple fitness-related traits and that they are maintained by some sort of balancing selection, for instance due to spatially varying (clinal) selection and/or antagonistic pleiotropy/trade-offs. For more detailed reviews see [@bib465] and [@bib181]. For the example of the inversion polymorphism *In(3R)Payne*, mentioned in the table, see [Figure 6](#fig6){ref-type="fig"}. DCT, deficiency complementation testing/mapping; Indel, insertion/deletion; DGRP, *Drosophila* Genetic Reference Panel; QCT, quantitative complementation testing; RNAi, RNA interference.

The "molecular" *vs.* "evolutionary" approaches have become increasingly unified through modern genomic and genetic methods ([@bib565]), including fine-scale mapping from QTL to quantitative trait nucleotides, GWAS, scans for signatures of selection down to SNPs, and E&R experiments ([@bib390], [@bib391]; [@bib21]; [@bib565]; [@bib543]; [@bib584], [@bib585]; [@bib3]; [@bib637]; [@bib388]). For example, GWAS have identified many candidate loci (typically SNPs) for fitness components such as development time, body size and size-related traits, ovariole number, age-specific and lifetime fecundity, life span, oxidative stress resistance, and chill coma recovery ([@bib297]; [@bib391]; [@bib687]; [@bib60]; [@bib147]; [@bib286]; [@bib242]; [@bib681]; [@bib375]; [@bib340]; [@bib388]).

Functional analysis and validation of the phenotypic effects of natural alleles can now be achieved with a variety of methods (see *e.g.*, [Table 2](#t2){ref-type="table"}), including---at the level of nucleotides---with CRISPR/Cas9 gene editing, *e.g.*, coupled with quantitative complementation or reciprocal hemizygosity tests ([@bib639]; [@bib670]; *cf*. [@bib138] for an example); yet, functional genetic analysis and validation can be technically challenging, and are still relatively rarely done by evolutionary geneticists.

Several major conclusions have emerged from the work reviewed above. First, as stated by [@bib390]: *"QTL alleles with large effects are rare... the bulk of genetic variation for quantitative traits is due to many loci with \[small\] effects."* \[*cf*. discussion in [@bib543]; but see below\]. Second, fitness components and other quantitative traits have highly complex genetic architectures, *i.e.*, they are affected by many loci whose effects can be highly contingent, *e.g.*, sex-, environment-, or genetic background-specific (*cf*. [@bib386]). Third, many alleles with effects on fitness components have pleiotropic effects, which are often AP effects; this is consistent with the notion that variance for fitness might be maintained by AP/trade-offs; it also supports the AP theory of the evolution of aging (*cf*. [@bib386]). Fourth, genome-wide analyses (GWAS and E&R) have found relatively little overlap between "canonical" candidate loci, as identified by the first approach, and loci that harbor segregating alleles in natural or laboratory populations ([@bib529]; [@bib681]; [@bib161]).

There may be several reasons for this. One reason could be that the analyses using the first approach are biased toward detecting large effects. A second reason might be that, because fitness components are so polygenic, mutant screens might be far away from "saturation." A third idea is that canonical large-effect candidate genes are functionally so important that they are under strong selective constraints in natural populations and therefore do not harbor any standing variation ([@bib529]; [@bib161]; [@bib179]). Fourth, as pointed out by [@bib87] and [@bib83], some fitness components seem to be affected by relatively few loci of major effect, especially when they harbor dominance variance, implying that the search for large-effect life-history polymorphisms might be fruitful. Indeed, several examples suggest that segregating life-history polymorphisms can have relatively large effects ([@bib592]; [@bib32]; [@bib467]; [@bib149]). However, with pervasive suppressing epistasis or linked antagonistic-effect loci, the effects of isolated variants might exceed their net effects in their native genomic background and context ([@bib35]; also *cf*. [@bib367]).

Conclusions {#s15}
===========

Here, I have summarized a large body of work concerned with the genetics of fitness components and the evolution of life-history traits in *D. melanogaster*. To conclude, I would like to highlight a few general key points:

1.  Outbred populations of *D. melanogaster* typically harbor substantial amounts of variation for life-history traits and other fitness components. Although selection is expected to rapidly and relentlessly erode additive genetic variance for fitness, fitness components exhibit a lot of variability, in fact substantially more additive genetic variance relative to the trait mean than morphological or other traits. Fitness components thus have a high degree of evolvability, *i.e.*, a large potential to respond to selection.

2.  A fundamental and still not satisfactorily resolved question is how this large pool of variability in fitness components is maintained, despite strong selection. One major idea is that fitness components, due to their highly polygenic architecture, receive more mutational input than other, less complex traits. However, while mutation--selection balance certainly plays an important role in maintaining life-history variation, it cannot fully account for it; some sort of balancing selection must be invoked. Yet, classical balancing selection via overdominance is in most cases inconsistent with the available data. It is therefore probable that other types of balancing selection---*e.g.*, AP with dominance reversal, causing fitness overdominance; spatially and/or temporally varying selection; frequency-dependent selection; and/or GxE interactions---contribute significantly to maintaining variation in fitness components. Resolving the details of this issue is a central problem of evolutionary genetics and at the heart of the long-standing debate between the classical hypothesis, due to Muller, and the "balanced" hypothesis, due to Dobzhansky ([@bib367]).

3.  Consistent with large stores of standing variation for fitness components maintained by balancing selection in populations of *D. melanogaster*, laboratory evolution experiments do not appear to be limited (at least not initially) by mutational input and often produce rapid, strong responses to selection, with evidence that alleles at intermediate frequencies play a major role in the response. At least in the short-run, life-history adaptation in *D. melanogaster* thus appears to proceed mainly via polygenic responses at many loci and possibly also through soft sweeps.

4.  Trade-offs between fitness components, observed as negative genetic correlations or as correlated responses to selection, are consistent with AP; studies of candidate genes using large-effect mutants or transgenes, or of naturally occurring, segregating life-history polymorphisms, suggest that AP is common. Such AP might be a major source of balancing selection (see above). Yet, still little is known about the mechanistic basis of life-history trade-offs, for example to what extent they impinge on resource allocation, a concept that is commonly invoked but rarely tested.

5.  Studies of latitudinal clines also suggest that balancing (spatially varying) selection and trade-offs across geography (local adaptation) play a major role in the maintenance of life-history polymorphisms.

6.  Both quantitative genetic analyses and laboratory evolution experiments have provided qualitative support for the MA and AP theories of the evolution of senescence.

7.  Relatively few alleles and polymorphisms underpinning life-history evolution have been identified and examined in detail. Most fitness components seem to be influenced by many genes with small, often pleiotropic effects; a few traits may be influenced by a small number of polymorphic genes with relatively large effects. Knowing about the transmission and quantitative genetic properties of life-history loci is critical for our ability to test population and quantitative genetic models of selection, adaptation, the evolution of senescence, genetic architecture, and so forth.

As the major progress reviewed above illustrates, studies of *D. melanogaster* have greatly illuminated many important problems in life-history evolution and evolutionary genetics. Yet, despite many decades of work, several fundamental issues---for example the nature of balancing selection that maintains standing variance for fitness components---remain fascinating open questions in need of more future work.
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